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Perturbations to the colonization process of the human gastrointestinal tract have been
suggested to result in adverse health effects later in life. Although much research has
been performed on bacterial colonization and succession, much less is known about the
other two domains of life, archaea, and eukaryotes. Here we describe colonization and
succession by bacteria, archaea andmicroeukaryotes during the first year of life (samples
collected around days 1, 3, 5, 28, 150, and 365) within the gastrointestinal tract of infants
delivered either vaginally or by cesarean section and using a combination of quantitative
real-time PCR as well as 16S and 18S rRNA gene amplicon sequencing. Sequences
from organisms belonging to all three domains of life were detectable in all of the
collected meconium samples. The microeukaryotic community composition fluctuated
strongly over time and early diversification was delayed in infants receiving formula
milk. Cesarean section-delivered (CSD) infants experienced a delay in colonization and
succession, which was observed for all three domains of life. Shifts in prokaryotic
succession in CSD infants compared to vaginally delivered (VD) infants were apparent
as early as days 3 and 5, which were characterized by increased relative abundances of
the genera Streptococcus and Staphylococcus, and a decrease in relative abundance
for the genera Bifidobacterium and Bacteroides. Generally, a depletion in Bacteroidetes
was detected as early as day 5 postpartum in CSD infants, causing a significantly
increased Firmicutes/Bacteroidetes ratio between days 5 and 150 when compared to
VD infants. Although the delivery mode appeared to have the strongest influence on
differences between the infants, other factors such as a younger gestational age or
maternal antibiotics intake likely contributed to the observed patterns as well. Our findings
complement previous observations of a delay in colonization and succession of CSD
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infants, which affects not only bacteria but also archaea andmicroeukaryotes. This further
highlights the need for resolving bacterial, archaeal, and microeukaryotic dynamics in
future longitudinal studies of microbial colonization and succession within the neonatal
gastrointestinal tract.
Keywords: fungi, succession, delivery mode, infant gut microbiome, amplicon sequencing, microbial colonization,
quantitative real-time PCR
INTRODUCTION
The human microbiome contributes essential functionalities to
human physiology and is thought to play a crucial role in
governing human health and disease (Greenhalgh et al., 2016).
A growing body of evidence suggests that chronic diseases such
as allergies (Abrahamsson et al., 2012, 2014), type 2 diabetes
(Delzenne et al., 2015), obesity (Turnbaugh et al., 2006), and
metabolic syndrome (Vrieze et al., 2012) are associated with a
disequilibrium in the microbiome of the human gastrointestinal
tract (GIT).
The initial microbiome colonization process is crucial for the
development and maturation of the GIT as well as the immune
system of the developing infant (Björkstén, 2004; Caicedo et al.,
2005; Rautava and Walker, 2007; Eberl and Lochner, 2009;
Houghteling andWalker, 2015). During vaginal delivery, a subset
of the maternal bacterial community is supposedly transferred
to the infant; in contrast, early-stage microbiome profiles from
infants delivered by cesarean section (C-section) are typically
not as reflective of the mothers’ vaginal or gastrointestinal
environment (Dominguez-Bello et al., 2010; Bäckhed et al.,
2015; Nayfach et al., 2016). Based on spatio-temporal studies
in humans (Abrahamsson et al., 2014), it has been suggested
that various disturbances in the initial microbiome colonization
process as early as 1 month after birth may increase chronic
disease susceptibilities over the course of human life (Arrieta
et al., 2014; Cox et al., 2014; Houghteling and Walker, 2015). It
has been previously observed that the delivery mode is the most
important factor in determining the early colonization pattern(s)
(Biasucci et al., 2008; Dominguez-Bello et al., 2010; Jakobsson
et al., 2014; Rutayisire et al., 2016), although other factors, such as
diet (breast milk vs. formula milk; Le Huërou-Luron et al., 2010),
gestational age (term delivery vs. preterm delivery; Barrett et al.,
2013), or the maternal intake of antibiotics (Sekirov et al., 2008)
have also been observed to have eﬀects on this process.
Even though the colonization and succession within the GIT
have been studied extensively, the focus has mostly been directed
to the bacterial domain. However, such a constrained view may
lead to an underestimation of the contribution of the archaeal
Abbreviations: BMI, body mass index; Cp, Crossing point; CSD, cesarean
section delivery; C-section, cesarean section; FNR, Luxembourg National Research
Fund; CART-GIGA, Center of Analytical Research and Technology—Groupe
Interdisciplinaire de Génoprotéomique Appliquée; GIT, gastrointestinal tract;
IBBL, Integrated BioBank of Luxembourg; ISBER, International Society for
Biological and Environmental Repositories; OTU, operational taxonomic units;
pam, partitioning around medoids; PCoA, Principal Coordinate Analysis; qPCR,
quantitative real-time PCR; RDP, Ribosomal Database Project; VD, vaginally
delivered.
and eukaryotic domains, in particular microeukaryotes, such
as unicellular parasites or yeasts, and could ultimately lead to
incomplete conclusions (Horz, 2015).
Within the archaeal domain, methanogenic archaea (mainly
those belonging to the order Methanobacteriales) have been
estimated to comprise between 108 and 1010 cells per gram dry
weight of stool (Miller and Wolin, 1986) and are considered
almost ubiquitous inhabitants of the intestinal microbiome with
a presence in up to 95.7% of all adult humans (Dridi et al.,
2009). Methanogenic archaea are functionally important due to
their ability to consume molecular hydrogen, which is both an
end product and a concentration-dependent inhibitor of bacterial
fermentation (Thauer et al., 2008). Consequently, methanogens
drive the eﬀective degradation of organic substances and play
an important role in interspecies hydrogen transfer through
maintaining syntrophic relationships with bacterial populations
(Hansen et al., 2011). Additionally, gut methanogens have been
linked to energy metabolism and adipose tissue deposition of
the human host (Samuel et al., 2007), and the ability of certain
archaea to produce methane may play a role in the pathogenesis
of several intestinal disorders (Roccarina et al., 2010). Despite
these observations, the simultaneous presence of archaea and
bacteria has been ignored in the majority of studies on the
gastrointestinal microbiome to date and details about neonatal
colonization by archaea remain limited. Previous studies have
detected archaea transiently and almost exclusively in the first
few weeks of life, and considerably less in samples collected
after the fifth week of life (Palmer et al., 2007). Archaea have
been sporadically detected in the vaginal environment before,
although exclusively in women with bacterial vaginosis (Belay
et al., 1990). As archaea are mainly inhabitants of the human
GIT, but also colonize the skin surface (Probst et al., 2013) as
well as the oral cavity (Nguyen-Hieu et al., 2013), a transfer from
mother to infant by fecal-oral or oral-oral route seems thereby
most probable.
Eukaryotes and microeukaryotes, which form part
of the human microbiota, have been shown to exert
immunomodulatory eﬀects on the host (Weinstock, 2012;
Rizzetto et al., 2014). Furthermore, infections by parasitic
eukaryotes have been linked to decreased allergic and
autoimmune disease prevalence (Weinstock, 2012) and
have been used for therapeutic interventions in that context
(McFarland and Bernasconi, 1993; Williamson et al., 2016).
However, the role of microeukaryotes within the human GIT
microbiome and the resulting impact on the human host remain
so far unresolved (Andersen et al., 2013). It has been previously
reported that the overall microeukaryotic diversity of the adult
human GIT is low but largely temporally stable (Scanlan and
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Marchesi, 2008), whereas other research suggested that the
adult GIT microbiome harbors a complex microeukaryotic
community with the most abundant taxa by far being fungi
(Hamad et al., 2012). To date, a single study followed the initial
colonization of the GIT by microeukaryotes using 18S rRNA
gene amplicon sequencing in four newborn infants (Pandey et al.,
2012), but failed to detect any microeukaryotes at the timepoints
analyzed. However, this study might have been substantially
limited by its sample collection as well as the applied sequencing
technique.
In our present work, a longitudinal study was conducted to
describe the colonization and succession of the three domains
of life within the GIT of newborns. More specifically, we
investigated the microbiome changes during the first year of
life among eight vaginally delivered (VD) infants and seven
infants delivered by C-section (CSD). The latter are statistically
at a higher risk of developing metabolic disease such as obesity
(Mueller et al., 2015) and/or related diseases like type 2 diabetes
(Nguyen and El-Serag, 2010), as well as allergic diseases such
as atopic eczema (Abrahamsson et al., 2012) and asthma
(Abrahamsson et al., 2014) in childhood and/or adulthood. Fecal
samples were collected from all infants (VD and CSD) at six
time points between day 1 and 1 year postpartum and, using
quantitative real-time PCR (qPCR), we determined the sizes of
prokaryotic (bacteria and archaea) and fungal populations, the
relative quantities of archaea and validated the amounts of four
selected bacterial genera and two phyla in the collected samples.
Additionally, targeted high-throughput 16S and 18S rRNA gene
amplicon sequencing was conducted on the isolated DNA. After
processing and filtering of the resulting data, we compared
the prokaryotic and microeukaryotic community structures in
relation to the delivery mode and a multitude of other recorded
maternal/neonatal characteristics. The resulting data provides a
detailed overview of the neonatal colonization and succession
patterns of members of all three domains of life.
MATERIALS AND METHODS
Sample Collection, Processing, and
Biomolecular Extraction
Study Context
In the context of the national COSMIC study, pregnant women
were recruited in Luxembourg starting in 2012. The 15 pregnant
women included in the presented study were aged between 24
and 42 years and gave birth in the maternity department of
the Centre Hospitalier de Luxembourg (CHL). This study was
carried out in accordance with the recommendations of good
clinical practices established by the “International Council for
Harmonization of Technical Requirements for Pharmaceuticals
for Human Use” with written informed consent from all subjects
in accordance with the Declaration of Helsinki. The protocol
and informed consent form was approved by the Luxembourg
“Comité National d’Ethique de Recherche” in 2011 (reference
number 201110/06).
Sample and Data Collection
To mitigate pre-analytical confounders, fecal samples were
immediately snap-frozen in liquid nitrogen or placed on dry
ice following collection and were stored at −80◦C until further
processing. Fecal samples were scheduled to be collected at
day 1, 3, 5, 28, 150, and 365. The medical histories of both
parents and medication intake of the mother were recorded,
as well as weight, date of birth, gender, mode of delivery, and
gestational age of the infant. Additional data, which was collected
subsequently for all infants included weight, type of milk fed,
medication intake including antibiotics and time point at which
solid food was introduced. If an infant received formula at a
specific point in time, it was considered as receiving combined
feeding for the entire remainder of the study, as even short-term
formula-feeding has been shown to cause profound and long
lasting shifts to the gastrointestinal microbiome composition
(Guaraldi and Salvatori, 2012). Hospitalization in the neonatal
care unit and administration of antibiotics to infants immediately
postpartum as well as birth prior to 34 weeks of gestation were
exclusion criteria. Samples and associated data were collected
and stored at the Integrated BioBank of Luxembourg (IBBL)
following ISO17025:2005 standards and the International Society
for Biological and Environmental Repositories (ISBER) best
practices.
DNA Extraction from Fecal Samples
Pre-processing of all fecal samples (150–200mg of weighed
material) was carried out according to Shah et al. (in press;
subsection 3.2, steps 1–4). After high-speed centrifugation, DNA
was extracted from the resulting interphase pellet using the
PowerSoil R⃝ DNA isolation kit (MOBIO Laboratories, Belgium).
The method was optimized for mechanical disruption with
bead-beating to ensure a realistic representation of microbial
communities (Walker et al., 2015). DNA quality and quantity
were determined on 1% agarose gels, by NanoDrop 2000c
spectrophotometer (Thermo Fisher Scientific, USA) and Qubit
2.0 fluorometer (Thermo Fisher Scientific, USA). The extracted
DNA was stored at−80◦C until qPCR validation and sequencing
library construction.
DNA Analyses and Sequencing
Quantitative Real-Time PCR
Extracted DNA was diluted, when applicable, to a concentration
of 5 ng/µl and amplified in duplicates, using previously published
primers targeting prokaryotes, archaea, or specific fungi as well as
specific bacterial genera and phyla (Table 1), which were ordered
and received from Eurogentec (Belgium). The reaction mixture
contained 1 µl template DNA, 5 µl of Mastermix (iQ SYBR
Green Supermix; Bio-Rad Laboratories, USA), and 500 nMol of
each primer, in a final reaction volume of 10 µl. Genomic DNA
isolated from Salmonella Typhimurium LT2 and Saccharomyces
cerevisiae BY4743 was used to prepare standard curves for
the universal prokaryotic and fungal primers, respectively. A
sample pool, comprised of 1 µl of undiluted DNA from each
of the 65 samples, was used to prepare standard curves for all
assays. All standard curves were prepared with a total of at
least five successive 10-fold dilutions. qPCR was performed on
a LightCycler 480 (Roche Diagnostics, Germany) with an initial
denaturation step of 1 min at 95◦C followed by primer-specific
cycling times (Table 1), a single fluorescence acquisition step at
the end of each extension step and a final melting curve. Crossing
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TABLE 1 | Primer pairs and conditions of quantitative real-time PCR.
Main target (target
gene)
Designation Oligonucleotide sequence (5′-> 3′) Annealing
temperature (◦C)
Cycling References
Fungi (18S rRNA) Fungi2F
Fungi2R
F: ATT-GGA-GGG-CAA-GTC-TGG-TG
R: CCG-ATC-CCT-AGT-CGG-CAT-AG
55 60 cycles:
15 s at 95◦C,
10 s at 55◦C,
25 s at 72◦C
Einsele et al., 1997
Staphylococcus (tuf) TStaG422-F
TStag765-R
F: GGC-CGT-GTT-GAA-CGT-GGT-CAA-ATC-A
R: TAT-HAC-CAT-TTC-AGT-ACC-TTC-TGG-TAA
55
45 cycles:
20 s at 95◦C,
30 s at 55◦C,
1 min at 72◦C
Martineau et al., 2001
Haemophilus (P6) HI-IV F: ACT-TTT-GGC-GGT-TAC-TCT-GT 55 van Ketel et al., 1990
HI-V R: TGT-GCC-TAA-TTT-ACC-AGC-AT
Universal archaea
(16S rRNA)
ARC787F
ARC1059R
F: ATT-AGA-TAC-CCS-BGT-AGT-CC
R: GCC-ATG-CAC-CWC-CTC-T
60 Yu et al., 2005
Lactobacillus
(16S rRNA)
Lac774F
Lac989R
F: GCG-GTG-AAA-TTC-CAA-ACG
R: GGG-ACC-TTA-ACT-GGT-GAT
60 45 cycles:
15 s at 95◦C,
30 s at 60◦C,
1 min at 72◦C
Hermann-Bank et al.,
2013
Streptococcus (16S
rRNA)
Strep488F F: CTW-ACC-AGA-AAG-GGA-CGG-CT 60 Hermann-Bank et al.,
2013Strep824R R: AAG-GRY-CYA-ACA-CCT-AGC
Firmicutes (16S rRNA) Lgc353 F: GCA-GTA-GGG-AAT-CTT-CCG 60 Fierer et al., 2005
Eub518 R: ATT-ACC-GCG-GCT-GCT-GG
Bacteroidetes (16S
rRNA)
798cfbF
cfb967R
F: CRA-ACA-GGA-TTA-GAT-ACC-CT
R: GGT-AAG-GTT-CCT-CGC-GTA-T
61 45 cycles:
15 s at 95◦C,
20 s at 61◦C,
30 s at 72◦C
Bacchetti De
Gregoris et al., 2011
Universal prokaryotes
(16S rRNA)
926F F: AAA-CTC-AAA-KGA-ATT-GAC-GG 61 Bacchetti De
Gregoris et al., 20111062R R: CTC-ACR-RCA-CGA-GCT-GAC
point (Cp) values were calculated using the second derivative
method within the Roche LightCycler 480 software version 1.5.
Absolute copy numbers of prokaryotic 16S and fungal 18S rRNA
genes were calculated using the Cp values and the reaction
eﬃciencies based on the standard curves obtained from defined
DNA samples and extractions yields were estimated from these
numbers. Relative concentrations of specific taxa compared to all
16S rRNA genes were calculated using Cp values and the standard
curves obtained for the sample pool. Only samples where the
target was positively detected in both duplicate reactions were
considered for further analyses.
16S/18S rRNA Gene Amplicon Sequencing
Specific sets of primers targeting 16S and 18S rRNA genes
were chosen for the amplification and subsequent sequencing
to broadly cover bacterial, archaeal and eukaryotic diversity.
The bacterial and archaeal community structures of the
65 samples were resolved by amplifying the V4 region of
the 16S rRNA gene using the universal primers 515F and
805R (515F_GTGBCAGCMGCCGCGGTAA; 805R_GACTAC
HVGGGTATCTAATCC; Herlemann et al., 2011; Hugerth et al.,
2014a). This primer pair covers the bacterial domain, including
the phylum Actinobacteria and additionally resolves the archaeal
domain.
The eukaryotic community structures for 63 samples were
analyzed by amplifying the V4 region of the 18S rRNA gene using
primers 574∗F and 1132R (574∗F_CGGTAAYTCCAGCTCYV;
1084r_CCGTCAATTHCTTYAART; Hugerth et al., 2014b). Two
samples did not yield suﬃcient amplicons (CSD infant 7 collected
on days 1 and 3).
The KAPA HiFi HotStart ReadyMix (Kapa Biosystems,
Wilmington, MA, USA) was used for amplification with 25 cycles
and according to the service provider’s standards. Paired-end
sequencing with 2 × 300 nt was performed on an Illumina
MiSeq platform with the V3 MiSeq kit at the Center of
Analytical Research and Technology—Groupe Interdisciplinaire
de Génoprotéomique Appliquée (CART-GIGA; Liège, Belgium).
16S rRNA and 18S rRNA Gene Sequencing Data
Processing
The raw 16S rRNA gene amplicon sequencing data were
processed using the LotuS software (version 1.35) with default
parameters (Hildebrand et al., 2014). After clustering the reads
into operational taxonomic units (OTUs) at 97% identity
level, they were classified and taxonomically assigned using
the Ribosomal Database Project (RDP) classifier version 2.10.1
(Wang et al., 2007). OTUs with a confidence level below 0.8
at the domain level were discarded. The amplicon sequences
belonging to the 100 most abundant OTUs were additionally
manually curated for unspecific amplification. As only few
archaeal reads were detected, the overall quality of the archaeal
reads were manually assessed using the FASTQC results1. As
the paired-end 18S rRNA gene amplicon reads obtained in this
study did not overlap, a specifically tailored workflow was used
to process the raw 18S rRNA gene amplicon sequencing data2.
For the classification step and the taxonomic assignment, the PR2
1http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
2https://github.com/EnvGen/Tutorials/blob/master/amplicons-no_overlap.rst
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database (Guillou et al., 2013) was used according to Hu et al.
(2016).
16S rRNA and 18S rRNA Gene Sequencing Data
Analysis
In order to exclude sequencing artifacts for both prokaryotic and
eukaryotic datasets, we removed OTUs that were represented by
<10 reads in all of the sequenced samples, thereby examining
the dominant phylotypes for all three domains of life throughout
this study. One sample was excluded from further analyses
as its read count (4,141 reads) was far below the average
read count of 213,469.5 ± 84,713.4 reads (average ± standard
deviation) for all 16S rRNA gene sequencing datasets and
was thereby yielding <5,000 16S rRNA gene amplicon reads
that are necessary for assessing bacterial diversity (Lundin
et al., 2012; Kozich et al., 2013; Song et al., 2013; Sebald
et al., 2016; Hill-Burns et al., 2017). As the complexity of the
microeukaryotic community structure is largely undetermined
and no previous recommendations exist, no cutoﬀ for the
number of 18S rRNA gene amplicon reads was applied. All
statistical analyses and visualizations were performed using the
R statistical software package (version 3.2.0; R Development
Core Team, 2008). Per-sample normalization, calculations of
richness, diversity (Shannon’s diversity index), evenness (Pielou’s
evenness index), dissimilarity index (distance to the most
mature sample, calculated using Soerensen’s similarity index
of presence/absence of taxa at each individual time point
compared to samples collected at the last individual time
point) and non-parametric estimation of minimum community
richness according to Chao (1984) were performed using the
“vegan” package3. For the calculations of diversity and evenness
indices for microeukaryotes, only samples with a total of
more than 10 reads were considered. Diﬀerential analysis of
relative OTU abundances based on read count data for the
16S rRNA gene amplicon sequencing dataset was done using
the “DESeq2” package (Love et al., 2014), which allows testing
for diﬀerential abundance using negative binomial generalized
linear models and multiple-testing adjustment by controlling
the false discovery rate (Benjamini and Hochberg, 1995). Adobe
Illustrator (version 19.1.0) was used for labeling axes and creating
multi-plot graphs.
Various neonatal characteristics that were previously
shown to have an impact on the microbiome (e.g., delivery
mode, fed milk type, gestational age, maternal antibiotic, and
probiotic intake, positive screening for Group B Streptococcus
(Streptococcus agalactiae) colonization of the mother) were
compared between samples using the Wilcoxon rank sum test
or Kruskal–Wallis test where applicable and comparisons with
P < 0.05 were considered statistically significant. Principal
coordinate analysis (PCoA) graphs were generated using the
Jensen-Shannon distance as implemented in the R package
“phyloseq” (McMurdie and Holmes, 2013) and clusters
were defined using the partitioning around medoids (pam)
function contained in the R package “cluster” (Maechler et al.,
2016).
3https://cran.r-project.org/web/packages/vegan/index.html
Workflow for DNA Mock Extracts and Control
Samples
As negative controls for the qPCR quantifications and 16S/18S
rRNA amplicon sequencing, sample-free “DNA mock extracts,”
i.e., 2 extraction controls that underwent the same DNA
extraction protocol without initial input, and a no template
control, were prepared and subjected to qPCR analyses and
amplicon sequencing together with the study samples.
In order to exclude any biases by low-yield samples (Salter
et al., 2014; Jervis-Bardy et al., 2015), a control fecal sample
from a single healthy female adult individual was collected and
preserved under the same conditions as described. This control
stool sample was extracted using the same DNA extraction
protocol and created a dilution series ranging from 2 to 0.002
ng/µl. The four DNA dilution samples were 16S rRNA gene
amplicon sequenced using the same primer pair as for the
collected study samples.
RESULTS
Cohort Characteristics
Sixty-five fecal samples were collected between September 2012
and April 2014 at the CHL from eight healthy VD and seven
healthy CSD infants at six time points (samples collected
around days 1, 3, 5, 28, 150, and 365). The birth weights
as well as the gestational ages of the infants were similar,
while the ratios of genders, the maternal age and the maternal
postnatal body mass index (BMI) diﬀered between both groups,
TABLE 2 | Neonatal and maternal characteristics (n = 15).
Total cohort
(n = 15)
VD (n = 8) CSD (n = 7)a
INFANT CHARACTERISTICS
Female gender 7 (46.7%) 5 (62.5%) 2 (28.6%)
Gestational age at delivery
(weeks)
38.7 ± 1.8 39 ± 1.5 38.3 ± 2.1
Birth weight (g) 3273 ± 416 3311 ± 543 3230 ± 236
MATERNAL CHARACTERISTICS
Positive group B Streptococcus
screening
3 (21.4%) 3 (37.5%) 0
Age 33.6 ± 4.6 32.5 ± 4.4 35 ± 4.8
Postnatal body mass index 24 ± 4.3 21.8 ± 2.7 26.8 ± 4.6
ETHNICITY
Caucasian 12 (85.7%) 7 (87.5%) 5 (83.3%)
African 2 (14.3%) 1 (12.5%) 1 (16.7%)
Perinatal antibiotic intakeb 11 (78.6%) 6 (75%) 5 (83.3%)
Penicillinc 6 (42.9%) 6 (75%) 0
Cephalosporin 4 (28.6%) 0 4 (66.7%)
Clindamycin 1 (7.1%) 0 1 (16.7%)
Probiotic use during pregnancy 2 (14.3%) 1 (12.5%) 1 (16.7%)
a 2 C-section infants are twins.
b Considering all antibiotics administered to the mother 12 h prior and after the delivery.
c As ampicillin belongs to the penicillin group, ampicillin and penicillin intake were both
categorized as “penicillin.”
Study groups are defined according to delivery mode (VD: n = 8; CSD: n = 7). CSD,
C-section delivery; VD, vaginal delivery.
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with the CSD group comprising more male infants as well
as mothers with a higher average age and postnatal BMI
(Table 2). Three mothers who gave birth vaginally screened
positively for Group B Streptococcus, whereas all mothers giving
birth by C-section were screened negatively. Clinical healthcare
guidelines in Luxembourg recommend that mothers who were
screened positively for Group B Streptococcus should be treated
intravenously with antibiotics prior to birth. Although mothers
undergoing C-section were preferentially treated with antibiotics
prior to birth, the majorities of both cohorts received antibiotic
treatment (Table 2). Two of the three mothers who did not
receive any antibiotics prior to birth chose to take probiotics
during their pregnancies, whereas none of the other mothers
recorded any probiotic supplementation. Out of eight VD
infants, four were fed purely with maternal breast milk, while
two others received formula milk and the remaining two were
fed a combination of formula and breast milk. Out of the
seven CSD infants, five were purely fed breast milk and the
remaining two received a combination of breast milk and
formula (Supplementary File 1, Table S1). According to the self-
assessment of mothers that were purely breastfeeding, both
the frequency and duration of feeding were not significantly
diﬀerent betweenVD andCSD infants. Introduction of solid food
occurred in average around day 150 for all infants.
Assessment of Bacterial, Fungal, and
Archaeal Load Using Real-Time PCR
Specific qPCR assays using previously published primers were
used to obtain quantitative information on the individual
taxonomic groups of interest (Table 1). Absolute yields of
extracted DNAwere quantified and prokaryotic and fungal DNA,
as well as the relative quantities of archaea were calculated based
on the ratio between the relative concentrations obtained for the
universal prokaryotic primer pair and the relative concentrations
obtained for archaea (Figure 1). The detection of organisms in
the “DNA mock extracts” reflecting the three domains of life was
negative for the archaea- and fungi-specific primer sets whereas
the universal prokaryotic primer set resulted in the detection of
a minimal amount of DNA close to the qPCR detection limit
(average concentration of 0.002 ng/µl measured for the “DNA
mock extracts” as opposed to 0.3 ng/µl measured for meconium
samples, i.e., the earliest fecal material excreted by infants,
which had the lowest observed concentrations amongst all study
samples). Therefore, the mock extracts and subsequent analyses
did not indicate the presence of reagent-derived contaminants.
The qPCR-based quantification of prokaryotic DNA was
successful for 64 out of 65 samples, with yields ranging from
0.2 ± 0.4 ng of DNA per mg of stool (average ± standard
deviation) in the meconium samples of day 1, to 16.6 ±
6.4 ng of DNA per mg of stool on day 365. Generally, the
prokaryotic load of both cohorts increased considerably after
the introduction of food. The DNA yields were dependent on
the collection time point, and the greatest diﬀerences were
observed between day 1 and all other collection time points
(Figure 1A; for all significant diﬀerences between collection
time points, see Supplementary File 1, Table S2). Moreover,
at day 5 significantly lower extraction yields (P = 0.03;
Wilcoxon rank sum test) were observed for samples derived
from infants whose mothers received antibiotics prior to birth
(Supplementary File 1, Figure S1).
The presence of archaea was detected in 91% of all samples
(59 out of 65 samples) and the concentration of archaeal DNA
relative to the mean of all samples ranged from 5.5 ± 7.8 on day
1 to 0.5 ± 0.4 on day 365. Generally, more samples were found
to be positive in VD (97% of VD infant samples) than in CSD
infants (86% of CSD infant samples) and archaeal presence was
as well-detected in the samples from the very first time points
(Figure 1B).
Presence of fungal organisms was detected in 37% (24 out
of 65 samples) of all samples, ranging from 0.0007 ± 0.0005
ng of fungal DNA per mg of stool on day 3 to 0.002 ± 0.002
ng of fungal DNA per mg of stool on day 365, with generally
FIGURE 1 | Detection of prokaryotes, archaea and fungi in infant stool during the first year of life. (A) Absolute quantification of 16S rRNA gene copy
numbers for prokaryotic DNA (ng DNA per mg of stool), (B) relative quantification of archaeal read counts. (C) Absolute quantification of 18S rRNA gene copy
numbers for fungal DNA (ng DNA per mg of stool) by quantitative real-time PCR and over the course of the first year of life. The numbers of samples per collection
time point are provided at the top of the graph. For the purpose of clarity, only significant differences between subsequent time points are shown in the figure; for all
significant differences between collection time points, see Supplementary File 1, Tables S3, S4. Significant differences obtained by Wilcoxon rank sum test
between consecutive time points are represented by asterisks (* when P < 0.05; ** when P < 0.01). CSD, C-section delivery; VD, vaginal delivery. Fecal samples
originating from VD infants are represented on the left side of each barplot and by green points, samples from CSD infants are represented on the right side of each
barplot and by blue points.
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more samples being positive for fungi in VD (43% of VD infant
samples) compared to CSD infants (31% CSD infant samples).
Fungi were detected earliest at day 3 in VD and at day 5 in CSD
infants. The fungal DNA yield tended to increase over time, even
though the magnitude of the increase was smaller compared to
prokaryotes (Figure 1C).
Validation of GIT Microbiome Profiles in
Low-Yield Samples
The absolute quantification of prokaryotic 16S rRNA gene
copy numbers in all samples showed that the earliest samples
contained significantly less microbial DNA compared to all other
visits (Figure 1, Supplementary File 1, Table S2).
Analyzing the 16S rRNA gene sequencing data obtained for
the dilution series of the human adult fecal control sample, we
observed that the undiluted sample, reflecting the concentration
of most samples in the study (Figure 1), and all three dilutions,
simulating low-yield samples, showed highly comparable
diversity and evenness indices (Supplementary File 1,
Figure S2A). For richness, the undiluted sample and both
10- and 100-fold diluted samples had highly comparable
results, while the 1,000-fold dilution caused a slight decrease.
This loss of observed richness is also reflected in a slightly
increased dissimilarity index for the 1,000-fold diluted sample
compared to the undiluted sample. Considering the observed
taxonomic composition with decreasing DNA concentration,
all three dilutions showed high resemblance to the undiluted
sample, while the 100- and 1,000-fold dilutions showed slightly
over-estimated relative abundances for Roseburia spp. and
Collinsella spp. and a slight under-estimation for Bacteroides
spp. (Supplementary File 1, Figure S2B). However, in each case,
a similar taxonomic profile to the one in the undiluted sample
was observed and potential reagent contaminants or sequencing
artifacts did not have a significant eﬀect on the taxonomic
composition in the low-yield samples. These data indicated that
the chosen approach allowed the comparison of samples with
low extraction yields to those with higher yields.
Generated Amplicon Sequencing Data
After the 16S rRNA gene sequencing and following the primary
data processing and filtering, a total of 13,136,451 reads were
retained and used for the subsequent analyses. With 205,000 ±
90,000 reads per sample (average ± standard deviation), a total
of 1,053 unique OTUs were identified. One out of the 65 samples
was excluded from further 16S rRNA gene sequencing analysis
due to poor coverage (sample collected at day 3 for VD infant 8).
For the processed 18S rRNA gene amplicon sequence data,
only OTUs reflecting the microeukaryotic members of the
microbiome were considered. To achieve this, we manually
curated the dataset of initially 3,376,004 reads by removing
classified OTUs that belonged to the following clades containing
multicellular organisms: Metazoa (total of 3,302,231 reads),
Chlorophyta (total of 4,611 reads), Streptophyta (total of
7,414 reads), and Agaricomycetes (7,038 reads). After filtering
out OTUs that were represented by <10 reads, a total of
60,476 reads (average of 960 ± 1,540 reads per sample) and
152 microeukaryotic OTUs were retained for the subsequent
analyses.
Prominent Bacterial, Archaeal, and
Microeukaryotic Taxa
In order to resolve which specific taxa were present during
neonatal GIT colonization, we first identified the most common
and abundant OTUs in the 16S rRNA gene amplicon sequencing
data, which belonged to the phyla Proteobacteria, Actinobacteria,
Firmicutes, Bacteroidetes, and Verrucomicrobia (Figure 2A).
Bacterial genera present in all samples (“core populations”)
included Bifidobacterium spp., Escherichia/Shigella spp.,
Bacteroides spp., Streptococcus spp., and Enterococcus spp., with
the first three genera also being the bacterial taxa represented by
the most reads out of the total of sequencing reads in all samples
(Supplementary File 2).
As our qPCR results suggested the presence of archaea in most
samples, their classification was scrutinized by 16S rRNA gene
sequencing. Two OTUs belonging to the domain archaea were
identified. OTU 1128 was assigned to the genusMethanosphaera
and comprised a total of 25 reads in a single sample (day 1 for
a VD5, 0.02% of reads; Supplementary File 2). Despite being
low in abundance, reads of OTU 1128 (Methanosphaera sp.)
were of good quality and allowed us to confidently ascertain the
presence of this organism in this sample (Supplementary File 1,
Figures S3A,B). Meanwhile, OTU 693, assigned to the genus
Methanobrevibacter, was found in four samples represented by 1–
11 reads but showed insuﬃcient sequence quality for a confident
classification (Supplementary File 1, Figures S3C,D).
Overall, microeukaryotic taxa were less frequent in the
individual samples compared to bacterial taxa, with fewer
OTUs and without specific “core” OTUs, which were detected
in all samples. The most represented fungal phyla in all
samples belonged to the phyla Basidiomycota and Ascomycota
(Figure 2B), with the genus Saccharomyces and the class
Exobasidiomycetes having been detected in more than 40% of the
samples (Supplementary File 3).
Interestingly, meconium samples already presented
a relatively large diversity of diﬀerent prokaryotic and
microeukaryotic populations. For prokaryotes, a total of
674 OTUs were detected in the 10 collected meconium
samples (minimum of 109 OTUs, maximum of 347;
Supplementary File 4). OTUs that were detected in all
meconium samples included Escherichia/Shigella spp. and
Bifidobacterium spp., which were also two of the taxa with
the highest read counts over all samples. Enterobacter spp.,
Staphylococcus spp., Streptococcus spp., Veillonella spp.,
Bacteroides spp., Prevotella spp., Clostridium sensu stricto spp.,
Delftia spp., and Blautia spp. were also detected across all
meconium samples. For the microeukaryotic community, a total
of 45 OTUs were detected in the 9 sequenced meconium
samples (Supplementary File 5). The most frequently
detected OTU (in 77.8% of meconium samples) belonged
to Exobasidiomycetes spp., while Saccharomyces spp., represented
by the two most dominant OTUs with the highest relative
abundances, were detected in more than half of the meconium
samples.
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Parasutterella spp.
Sutterella spp.
Enterobacter spp.
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Proteus spp.
Haemophilus spp.
Acinetobacter spp.
Propionibacterium spp.
Rothia spp.
Actinobacteria Bifidobacterium spp.
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Clostridiaceae 1
Clostridium sensu stricto spp.
Anaerostipes spp.
Blautia spp.
Clostridium XlVa spp.
Lachnospiracea incertae sedis spp.
Lachnospiraceae
Roseburia spp.
Ruminococcus2 spp.
Clostridium XI spp.
Peptostreptococcaceae
Firmicutes Faecalibacterium spp.
Flavonifractor spp.
Ruminococcaceae
Ruminococcus spp.
Clostridium XVIII spp.
Erysipelotrichaceae
Erysipelotrichaceae incertae sedis spp.
Enterococcus spp.
Lactobacillaceae
Lactobacillus spp.
Streptococcus spp.
Acidaminococcus spp.
Dialister spp.
Megamonas spp.
Megasphaera spp.
Veillonella spp.
Alistipes spp.
Bacteroides spp.
Bacteroidetes Parabacteroides spp.
Prevotella spp.
Flavobacterium spp.
Verrucomicrobia Akkermansia spp.
Phylum  Color aggregated 
microeukaryotic OTUs
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Unidentified Eukaryota
Haptoria
 Ciliophora Telotrochidium matiense
Vorticellides spp.
Entamoeba hartmanni
Vermamoebidae
Rhynchobodo spp.
 Excavata Tricercomitus-Clade
Dientamoeba fragilis
Paracercomonas spp.
Paracercomonas paralaciniaegerens
Allapsidae spp.
Sandonidae spp.
Clade-C
Clade-C spp.
Pedospumella encystans
 Stramenopiles Hyaloperonospora parasitica
Phytophthora spp.
Pythium rostratifingens
Blastocystis spp. 
Blastocystis hominis
Tremellomycetes
Bullera unica
Cryptococcus spp.
Dioszegia spp.
Cystobasidiomycetes
Microbotryomycetes
Rhodotorula mucilaginosa
Exobasidiomycetes
Exobasidiomycetes spp.
Tilletiopsis spp. 
Pandora neoaphidis
Rhizopus spp.
Pezizomycotina
Dothideomycetes
Phoma medicaginis
Eurotiomycetes
Saccharomycetales
Candida
Candida spp.
Clavispora lusitaniae
Dekkera anomala
Kluyveromyces spp.
Kluyveromyces lactis
Saccharomyces spp.
Yarrowia spp.
Taphrina spp. 
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Amoebozoa
Cercozoa
Basidiomycota
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FIGURE 2 | Prokaryotic and microeukaryotic microbiome compositions in infants over the first year of life. Barplots of relative abundances of the 49 most
abundant taxa per sample for (A) prokaryotes and (B) microeukaryotes for both delivery modes. All OTUs with the same taxonomy were regroupedd into the same
taxa, whereas taxa that did not belong to the 49 most abundant were regrouped under “Others.” Sequences were classified to the highest taxonomic level that could
be confidently assigned. Aggregated OTUs are color-coded according to the phylum they belong to. Numbers below the barplots are representative of the different
infants in the study. CSD, C-section delivery; VD, vaginal delivery. *Twins.
Colonization and Succession
As the amount of microbial DNA in the infants’ stool increased
with time, we analyzed whether the increase inmicrobial biomass
was accompanied by a change in community characteristics such
as richness or diversity. Based on the 16S and 18S rRNA gene
amplicon data, we calculated overall richness, diversity, evenness,
and dissimilarity indices for the prokaryotic (bacterial and
archaeal; Figures 3A–D) and microeukaryotic (Figures 3E–H)
datasets over the entire cohort. Non-parametric estimation of
community richness for the individual time points according
to Chao (1984) for prokaryotes and microeukaryotes showed
comparable trends to the estimation of richness based on the
numbers of diﬀerent OTUs (Supplementary File 1, Figure S4).
Given the sparseness and low abundance of archaeal OTUs
detected by 16S rRNA gene amplicon sequencing, the observed
patterns regarding prokaryotic diversity were mostly driven by
bacterial taxa.
A significantly higher bacterial richness (number of diﬀerent
OTUs) was observed for the meconium samples compared to all
other collection time points (Figure 3A, Supplementary File 1,
and Table S3). In general, the inter-individual variability in
richness was high on the first two sampling dates. The lowest
richness of any sample was observed on day 3 postpartum and
the overall median richness was lowest on day 5. The median
Frontiers in Microbiology | www.frontiersin.org 8 May 2017 | Volume 8 | Article 738
Wampach et al. Microbial Colonization during the First Year of Life
FIGURE 3 | Colonization of prokaryotes and microeukaryotes. Depiction
of (A,E) richness (number of OTUs), (B,F) diversity (Shannon’s diversity index),
(C,G) evenness (Pielou’s evenness index) and (D,H) dissimilarity index
reflecting the distance to the most mature sample (Soerensen’s similarity index
of presence/absence of taxa at each individual time point compared to the
most mature microbial community structures represented by samples
collected at the last individual time point) for prokaryotes and microeukaryotes,
respectively. Dominant phylotypes for prokaryotic and microeukaryotic
datasets were considered. The numbers of samples per collection time point
are provided at the top of the graph. For the purpose of clarity, only significant
differences as assessed by Wilcoxon rank sum test between subsequent time
points are shown in the figure; for all significant differences between collection
time points, see Supplementary File 1, Table S3 for the prokaryotic and
Table S4 for the microeukaryotic datasets. Significant differences between
consecutive time points are represented by asterisks (* when P < 0.05; **
when P < 0.01). CSD, C-section delivery; VD, vaginal delivery. Fecal samples
originating from VD infants are represented on the left side of each barplot and
by green points, samples from CSD infants are represented on the right side of
each barplot and by blue points.
richness increased subsequently and stabilized between day 28
and 150 (Figure 3A). The observed microeukaryotic richness
tended toward a lower median richness at the end of the first year
and showed a high level of variability throughout the first year of
life (Figure 3E; Supplementary File 1, Table S4).
Shannon diversity and evenness metrics (Figures 3B,C,
respectively) showed comparable trends for prokaryotic OTUs,
i.e., a decrease in diversity and evenness with a concomitant
decrease in variation in both diversity and evenness between
individuals until day 5 postpartum. This was followed by a
gradual increase for the subsequent collection time points. The
observed microeukaryotic diversity and evenness (Figures 3F,G,
respectively) followed no discernible trends compared to the
bacterial data and exhibited constantly high levels of inter-
individual variation. When linking samples according to the type
of milk the infants received per time point, it became apparent
that at day 5 and 28, infants that received combined feeding and
formula-fed infants had a significantly lower microeukaryotic
diversity compared to breast milk-fed infants (P = 0.01 at day
5 and P = 0.03 at day 28; Kruskal–Wallis test).
We calculated the Soerensen distance between the community
structure at each time point and the community structure of
the same individual in the most mature sample, i.e., usually
the sample collected at 1 year, and compared the distances
as a measure for maturity. For the prokaryotic dataset, the
distances to the most mature sample exhibited a decreasing
trend over time (Figure 3D). The observed patterns suggested
a gradual development toward the 1 year samples, with day
150 exhibiting significantly more similarities to the most
mature samples compared to the samples collected at day 1
(P = 0.009; Wilcoxon rank sum test). The same trend was
observed for the Spearman correlation between the diﬀerent
time points (Supplementary File 1, Figure S5A), with samples
of day 150 being significantly more correlated to the most
mature microbiome than samples of day 1 (P = 0.004;
Wilcoxon rank sum test). In contrast, the distances to the
most mature microbial composition for the microeukaryotic
microbiota (Figure 3H) as well as the Spearman correlation
(Supplementary File 1, Figure S5B) displayed high variability
among infants and between time points, and remained variable
over time without reaching a certain level of maturity in regard
to the 1 year samples.
Comparison of Microbiome Community
Profiles of VD and CSD Infants
Absolute quantification of 16S rRNA gene counts by qPCR
showed that CSD infants carried significantly lower bacterial
loads and thereby a decreased colonization density at day 3
and day 150 (P = 0.03 and P = 0.04 respectively; Figure 1A;
Wilcoxon rank sum test). At the same time, CSD infants
had microbial community structures with a significantly higher
richness compared to VD infants at day 3 (P = 0.02; Wilcoxon
rank sum test; Figure 3A).
To provide an overview of the development of themicrobiome
of the eight VD (34 samples) and the seven CSD infants (30
samples), the 16S and 18S rRNA gene amplicon data were
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represented by an ordination of their respective Jensen–Shannon
distances (Figure 4), a method that is commonly used for human
microbial community structure analyses (Koren et al., 2013).
Clusters on the PCoA plots were defined by partitioning around
medoids (Maechler et al., 2016). For the prokaryotic community
structure, samples collected at 1 year clustered together
independently of delivery mode (Cluster I in Figures 4A,B),
whereas most samples collected for CSD infants around days
3 and 5 postpartum were located in Cluster II (Figure 4B).
In order to identify cluster-specific taxa, we compared the
taxa in both clusters using DESeq2, resulting in 52 OTUs
that were significantly diﬀerent in their DESeq2-normalized
read numbers between both clusters (Supplementary File 6).
Among the top 10 OTUs with the smallest adjusted P-values
ranging from 1.41∗10−18 to 3.06∗10−04, 6 OTUs belonged to
the genus Streptococcus and always one OTU belonged to the
genera Proteus, Haemophilus, and Rothia, which all exhibited
increased abundances in Cluster II; and one OTU classified as
Bifidobacterium spp. which was more abundant in Cluster I.
Similar to the 16S rRNA gene sequence data, the 18S rRNA
data exhibited two clusters (Figures 4C,D). One cluster (Cluster
III) comprised all samples except for the samples belonging
to three VD infants (Cluster IV), while the microeukaryotic
community composition of one VD infant transitioned between
both clusters (Figure 4C). When comparing the taxonomic
compositions in samples between both clusters (III and IV) using
the Wilcoxon rank sum test and adjusting for multiple testing,
eight OTUs, with six unclassified OTUs and two OTUs classified
as Candida spp., were detected to be diﬀerentially abundant
in both clusters with P-values ranging between 5.94∗10−10 and
2.63∗10−02 (Supplementary File 7). These OTUs were increased
in their abundances in samples belonging to Cluster IV, but
were most often missing or decreased in abundance in samples
from Cluster III. Additionally, samples that fell into Cluster IV,
were collected from vaginally delivered infants that were either
undergoing weaning, were fed with formula milk or received
a mixed combination of breast and formula milk but were not
exclusively breast-fed at the given time point.
Depletion of Bacteroidetes in CSD Infants
The most profound diﬀerence between CSD and VD infants
was observed for the Firmicutes/Bacteroidetes ratio. While both
phyla were approximately equally abundant in the VD infants
(Figure 5), the corresponding ratio was significantly higher for
CSD infants at days 5 (P = 0.006), 28 (P = 0.005), and 150 (P =
0.01; Wilcoxon rank sum test) while the proportional abundance
FIGURE 4 | Principal coordinate analyses of Jensen–Shannon distances for prokaryotic and microeukaryotic rRNA gene amplicon sequencing data.
Depiction of (A,C) data from VD infants in green and (B,D) CSD infants in blue for prokaryotes and microeukaryotes, respectively. Sampling time points are
represented by shadings, with lighter colors depicting an earlier sampling time point. Lines connect samples which originated from the same infant according the
order of sampling. Samples that are the focus of the corresponding other sub-panel are shaded in gray. Cluster delineations were added manually after computing the
cluster membership of each sample using the partitioning around medoids (pam) function contained in the R package “cluster” (Maechler et al., 2016).
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FIGURE 5 | Firmicutes/Bacteroidetes ratio over time. The numbers of
samples per collection time point are given at the top of the graph. Significant
differences obtained by Wilcoxon rank sum test and according to delivery
mode are represented by asterisks (*when P < 0.05; ** when P < 0.01). CSD,
C-section delivery; VD, vaginal delivery. Fecal samples originating from VD
infants are represented on the left side of each barplot and by green points,
samples from CSD infants are represented on the right side of each barplot
and by blue points.
for the phylum Bacteroidetes was significantly decreased in
samples from CSD infants over most of the sampling time points
(day 5: P = 0.006, day 28: P = 0.003, day 150: P = 0.01, day
365: P = 0.04; Wilcoxon rank sum test; Supplementary File 1,
Figure S6A). At the same time, there was a concomitant increase
in Firmicutes at day 5 in CSD infants (P = 0.01; Wilcoxon
rank sum test). Preceding the drastic decrease in Bacteroidetes
at day 5, there was already a significant diﬀerence at day 3
between infants born at diﬀerent gestational ages, whereby full
term (≥39 weeks) infants showed a higher relative abundance of
Bacteroidetes when compared to late preterm (34–36 weeks) and
early term (37–38 weeks) born infants (P = 0.05; Kruskal–Wallis
test; Supplementary File 1, Figure S7).
In addition, we also more specifically analyzed richness,
evenness, and diversity within the Bacteroidetes phylum
(Figure 6). We observed a significant decrease in the
Bacteroidetes richness in CSD infants at day 28 compared
to VD infants (P = 0.01; Wilcoxon rank sum test; Figure 6A).
The relative abundance of the genus Bacteroides, which made
up more than 10% of the reads in most VD infants at days
28 and 150, exhibited a significant decrease in abundance
associated with a delayed colonization in CSD infants (P =
0.04 at day 28 and 0.01 at day 150; Wilcoxon rank sum test;
Supplementary File 1, Figure S6B). Due to this significant
decrease in relative abundance of Bacteroides spp. compared to
earlier and later time points in CSD infants and the subsequent
shift in dominance inside the Bacteroidetes phylum, the diversity
and evenness inside this phylum at day 28 were significantly
increased (P = 0.005 for both; Wilcoxon rank sum test;
Figures 6B,C). The diﬀerent measures of diversity and evenness
within the Firmicutes phylum did not show any significant
diﬀerences between both delivery modes.
Additional Differences in Prokaryotic
Community Structure in CSD Infants
We further aimed to determine whether other bacterial taxa
also showed diﬀerent changes in CSD infants compared to VD
infants during the first year of life. We identified taxa that
were diﬀerentially abundant according to delivery mode at each
collection time point. After filtering the resulting 88 diﬀerentially
abundant OTUs according to a cumulative read count above
10,000, we retrieved 29 OTUs with a positive fold change in CSD
infants compared to VD infants and four OTUs that exhibited a
negative fold change (Supplementary File 8). The same analysis
was performed at the genus level and resulted in three genera with
a negative fold change and 20 with a positive fold change in CSD
compared to VD infants (Supplementary File 9).
The fecal microbiome of CSD infants was associated
with increased proportional abundances of, amongst others,
OTUs assigned to the genera Haemophilus spp., Streptococcus
spp., Enterobacter spp., Propionibacterium spp., Staphylococcus
spp., and the genus Lactobacillus over the first year of life.
Furthermore, the microbiome of CSD infants contained lower
proportions of Bacteroides spp. and Parabacteroides spp.
In order to validate that CSD infants harbored substantially
diﬀerent relative abundances of certain prokaryotic populations
compared to VD infants at certain time points, we amplified
specific target regions of the genera Staphylococcus spp. and
Streptococcus spp. (at days 3 and 5), Haemophilus spp., and
Lactobacillus spp. (at days 3 and 28) and the two phyla Firmicutes
and Bacteroidetes (at days 5 and 28), to calculate their relative
abundances. Validation by qPCR was done on samples that were
collected on days on which the diﬀerences in relative abundances
between both deliverymodes weremost pronounced. All targeted
diﬀerences between CSD and VD children obtained in the
previous diﬀerential analysis could be confirmed by qPCR
analysis for the specific collection time points (Figure 7).
DISCUSSION
Detection of Prokaryotic and
Microeukaryotic Communities in
Meconium
A number of recent studies indicate that meconium samples are
not sterile but contain complex bacterial communities (Jiménez
et al., 2008; Gosalbes et al., 2013; Ardissone et al., 2014). In this
context, the previously accepted dogma of intrauterine sterility
has been questioned. According to our results based on qPCR
analyses as well as 16S and 18S rRNA gene amplicon sequencing,
representatives of all three domains of life were present in
meconium samples. Given that DNA yield out of meconium
samples was limited (Figure 1), it might be possible that this
microbial DNA might not be derived from the samples but
may in fact represent contaminants of the reagents used for
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FIGURE 6 | Colonization by Bacteroidetes phylum. Per collection time point depiction of (A) richness (number of OTUs), (B) diversity (Shannon’s diversity index),
and (C) evenness (Pielou’s evenness index) of the phylum Bacteroidetes. The numbers of samples per collection time point are provided at the top of the graph.
Significant differences as assessed by Wilcoxon rank sum test and according to delivery mode are represented by asterisks (* when P < 0.05; ** when P < 0.01).
CSD, C-section delivery; VD, vaginal delivery. Fecal samples originating from VD infants are represented on the left side of each barplot and by green points, samples
from CSD infants are represented on the right side of each barplot and by blue points.
DNA extraction (Salter et al., 2014; Jervis-Bardy et al., 2015).
However, according to simultaneously conducted analyses, even
a 1,000-fold dilution of DNA extracted from an adult stool
sample did not considerably change the taxonomic composition
compared to the undiluted as well as the 10- to 100-fold
diluted samples (Supplementary File 1, Figure S2B). From these
results, we deduce that potential reagent contaminants did not
have any significant impact on the overall community structure
observed in our study. Moreover, the fact that we observed
a significantly increased prokaryotic richness and diversity in
meconium samples (Figures 3A,B) stood in stark contrast to
the results from the dilution series, which revealed a decreased
richness along with a stable diversity in the low-yield samples due
to several taxa being diluted out of the adult stool sample during
the 1,000-fold DNA dilution process (Supplementary File 1,
Figure S2A). Additionally, the sequencing of all “DNA mock
extracts” yielded very low coverage, while the detection of
representatives of all three domains of life by qPCR could be
considered negative as well. Taking these results into account, we
suggest that the detection of taxa inside the meconium samples
is not an artifact but has to be considered genuine. Whether
the neonatal GIT was colonized prenatally or whether detected
microbial populations were acquired perinatally could not be
assessed in the context of our study.
The bacterial richness was significantly higher in meconium
samples than at later time points. Samples from the first day
were also highly diverse and the taxa were evenly distributed
compared to subsequent collection time points, which suggests
that these samples captured the potential early pioneering
microbiota, most of which did not stably colonize the GIT
thereafter. The richness decreased during the following days
as the initial colonizers took hold in the GIT. Some of the
taxa detected in the meconium samples may have been present
in later samples but were not captured due to the masking
by the dominant taxa. At day 1, the most abundant bacterial
taxa in all infants were Escherichia/Shigella spp., Bifidobacterium
spp., Enterobacter spp., Staphylococcus spp., Streptococcus spp.,
Prevotella spp., and Veillonella spp., which have all been
previously described in meconium samples as being pioneering
genera of the human GIT (Gosalbes et al., 2013; Ardissone
et al., 2014; Hansen et al., 2015). The latter four are either
present predominantly on skin (Dominguez-Bello et al., 2010), in
colostrum or are typical inhabitants of the oral cavity (Cabrera-
Rubio et al., 2012). Pioneering bacterial colonizers of the
microbiome are usually facultative anaerobes, such as Escherichia
spp. (Jiménez et al., 2008), as also observed in our study. These
pioneers shape the gastrointestinal microbiome environment,
promoting the subsequent colonization by strict anaerobes such
as Bacteroides spp., Clostridium spp., and Bifidobacterium spp.,
which were already detected in samples collected on day 1
in our study. Overall, the earliest bacterial colonizers detected
in all meconium samples included both facultative and strict
anaerobic taxa suggesting that the GIT rapidly transitions toward
an anaerobic environment after birth. Bifidobacterium spp.,
which was the taxon with the highest read counts across all
samples, are important for neonatal health and are known to
have beneficial eﬀects for the host through their breakdown
of dietary carbohydrates, the products of which directly feed
into host metabolism (Davis et al., 2011). Bifidobacterium spp.
are colonizers of the vaginal microbiome and are supposedly
transferred to the infant during vaginal delivery (Dominguez-
Bello et al., 2010). However, while in line with previous
findings (Jakobsson et al., 2014), no significant diﬀerence in
Bifidobacterium spp. abundances between VD and CSD infants
could be detected for meconium samples, suggesting that other
routes of transmission are also very likely during neonatal
colonization. Additionally, the growth of this specific taxon is
promoted selectively by prebiotic oligosaccharides present in the
maternal colostrum and breast milk (Zivkovic et al., 2011; Yu
et al., 2013).
Results from the quantitative real-time PCR assay suggested
that archaea, even if low in abundance, were amongst the
earliest colonizers of the neonatal GIT microbiome. The only
methanogenic archaeon that was identified using the 16S rRNA
gene amplicon sequencing was Methanosphaera spp., which was
exclusively detected in VD infant 5 at day 1. This human
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FIGURE 7 | qPCR validation of 16S rRNA gene sequencing data based differences according to delivery mode. Comparison of the DESeq2-normalized
16S rRNA read numbers and relative abundances (given on log scale) measured by qPCR for two phyla and four genera that were found to be significantly different
between birth modes. For each comparison the Spearman correlation coefficient (ρ) was calculated and figures next to the taxa. The numbers of samples per
collection time point are given at the top of each barplot. Significant differences according to a Wilcoxon rank sum test for delivery mode are represented by asterisks
(* when P < 0.05; ** when P < 0.01). CSD, C-section delivery; VD, vaginal delivery. Fecal samples originating from CSD infants are represented on the left side of each
barplot and by blue points, samples from VD infants are on the right side of each barplot and by green points.
archaeal commensal has a highly restricted energy metabolism
(Fricke et al., 2006), which makes it a specialized member of
the gastrointestinal microbiome. Archaea have been shown to be
ubiquitous members of the adult GIT microbiome (Dridi et al.,
2009), were sporadically detected in the vaginal environment
(Belay et al., 1990), and were shown to colonize the skin surface
(Probst et al., 2013) and the oral cavity (Nguyen-Hieu et al., 2013).
As the presence of archaea was also apparent in CSD infants
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and also in samples collected at day 1 in our study, we can
postulate that transmission paths besides vaginal transmission,
such as fecal-oral, oral-oral, or by skin contact most probably
occur perinatally.
The earliest microeukaryotic colonizers included
Exobasidiomycetes spp. and 2 OTUs classified as Saccharomyces
spp., which were detected in meconium from CSD infants,
whereas Dothideomycetes spp. and Pezizomycotina were detected
mostly in VD infants. A recent study found Saccharomyces
spp. and Dothideomycetes spp. to be present in more than
half of the analyzed adult stool samples (Mar Rodríguez et al.,
2015), which make them common taxa of the human GIT
microbiome. As the vaginal tract is largely colonized by yeasts
such as Saccharomyces spp., vaginal delivery is supposedly
linked to neonatal colonization by yeasts through vertical
transmission from the mother’s vaginal microbiome or through
horizontal transmission from the environment and hands of
family members as well as health care workers (Lupetti et al.,
2002; Bliss et al., 2008).
If pioneering microbiota, including representatives from
all three domains of life, have the potential to colonize
the GIT microbiome prenatally (Greenhalgh et al., 2016),
according to our results, birth still marked the time point
of extensive microbial colonization, which further defined
microbial succession. Clearly, more work needs to be undertaken
on meconium and the crucial first hours of life to ascertain the
diﬀerent sources of the pioneering microbiota.
Colonization and Succession within the
Neonatal GIT Microbiome by Prokaryotes
and Microeukaryotes during the First Year
of Life
The progressive nature of neonatal GIT colonization and
succession by prokaryotes was apparent through an increase in
absolute prokaryotic DNA load (Figure 1), overall alterations
to community compositions (Figure 2) as well as changes in
richness, diversity and evenness (Figure 3). A general trend
regarding the prokaryotic community members is that their
structure matures over the course of the first year of life. This
maturation was reflected by increases in diversity and evenness
over time and shortly after an initial decrease from day 1 to 5
after birth. The fact that diversity and evenness keep increasing
over time has already been reported in previous studies
(Yatsunenko et al., 2012; Jakobsson et al., 2014). However, in our
study, significant diﬀerences in diversity and evenness between
subsequently sampled time points were observed as early as
between days 5 and 28 (Figures 3B,C). The prokaryotic richness
stabilized between days 28 and 150 (Figure 3A). Similarly, the
dissimilarity index, reflecting the distance of the taxonomic
composition of each sample to the last collected sample per
child, showed a decreasing trend (Figure 3D), highlighting that
the microbiome composition gradually changed from a neonatal
profile toward the most mature composition available by 1 year
of age.
A previous study, focusing on neonatal colonization, has
found archaea to be transiently and almost exclusively present in
the first few weeks of life during their sample collection, which
was conducted until around 17 months (Palmer et al., 2007),
whereas archaea are considered core members of the adult GIT
microbiome (Dridi et al., 2009). While archaea could not be
identified confidently by amplicon sequencing in our study after
the first day, the qPCR assays using an archaea-specific primer
set suggested that they were indeed present in 90% of all samples,
opposing previous results and highlighting their potential
importance in the maintenance of inter-species community
networks (Hansen et al., 2011). Although the 16S rRNA gene
amplifying primer used for sequencing covered both domains
bacteria and archaea, the nature of GIT microbiome profiles,
with bacteria making up the large majority of the composition,
likely caused a lack of primer availability for archaea, potentially
explaining why this domain was more extensively detected with
qPCR using the archaea-specific primers rather than using the
more generic 16S rRNA gene primers used for the amplicon
sequencing. In the future, dedicated archaeal and bacterial primer
sets may be used to allow better resolution of the archaea.
When considering the microeukaryotic community, no clear
successional patterns were discernible. In line with previous
studies involving culture-independent analyses of the GIT
microbiome, most detected fungal taxa belonged to the phyla
Ascomycota and Basidiomycota (Ott et al., 2008; Scanlan
and Marchesi, 2008). In contrast to previous reports on
adult GIT microbiota (Scanlan and Marchesi, 2008), identities
and abundances of detected microeukaryotic taxa fluctuated
strongly throughout the first year of life. Similarly, richness,
diversity and evenness indices did not follow discernible
trends over time (Figures 3E–G). However, we found a more
rapid microeukaryotic diversification in infants who were fed
exclusively breast milk between days 5 and 28 as well as a
separation of samples on the PCoA plot that were collected from
vaginally delivered infants either undergoing weaning, that were
fed with formula milk or that received a mixed combination of
breast and formula milk but were not exclusively breast-fed at
that time point (Figures 4C,D). These findings suggest a possible
link between the infants’ feeding regimes and early changes to
microeukaryotic community development in the human GIT.
When considering the intra-individual dissimilarity index in
addition to the apparent large inter-individual variation, our
findings indicated that themicroeukaryotic communitymembers
were more dynamic compared to their prokaryotic counterparts
(Figure 3H). A previous study in the mouse GIT observed
similar results with fungal populations varying substantially,
while bacterial populations remained relatively stable over time
(Dollive et al., 2013). Typically, only a small number of common
genera, such as the genus Saccharomyces, and a large number
of spurious taxa that have been barely reported previously have
been described to form part of the human GIT microbiome
(Suhr and Hallen-Adams, 2015). The specific characteristics
of these rare taxa suggest that they do not persist inside the
GIT microbiome but are likely more transient in nature when
compared to bacteria (Suhr and Hallen-Adams, 2015). Also,
fewer microeukaryotic species and individual microeukaryotes
are found in the human GIT than bacteria, potentially explaining
why the microeukaryotic community may be less robust in
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comparison to bacteria (Underhill and Iliev, 2014). Furthermore,
according to our results, the general lack in successional patterns
with regards to the microeukaryotes suggested that either
the neonatal GIT would not allow any durable colonization
by microeukaryotes, including known common microbiome
members such as Blastocystis spp. or Dientamoeba fragilis
(Scanlan et al., 2014), that the required ecological niches did
not exist in the GIT during the first year of life or that
those microeukaryotes never actually stably colonize the GIT as
suggested before by Suhr and Hallen-Adams (2015).
Prokaryotic Differences in Colonization
and Succession between CSD and VD
Infants
Diversity and evenness measures were not significantly diﬀerent
between CSD and VD infants (Figures 3B,C), in contrast to
the results from another recent study (Jakobsson et al., 2014).
However, a diﬀerence between VD and CSD infants was observed
early on in terms of the prokaryotic richness, which was
significantly increased in CSD infants (Figure 3A). This finding
could reflect the diﬀerent pioneering taxa between both delivery
groups. Furthermore, we found that generally lower amounts of
DNA were extracted from stool of CSD infants compared to VD
infants using the same extraction protocol, suggesting a delay in
the acquisition of prokaryotic biomass in the GIT of CSD infants.
While the DNA yields quickly increased over time for VD infants,
CSD infants showed a slower acquisition of a similar colonization
density, which could be explained by either a delay in exposure to
bacteria or the inoculation by fundamentally diﬀerent microbial
taxa, which could be less adapted to the humanGIT and therefore
exhibited lower growth rates.
In addition to diﬀerences in microbial loads during the
first days after birth (Figure 1A), we identified apparent
diﬀerences in early prokaryotic succession. For instance, several
samples taken from CSD infants during days 3 and 5 were
found to share similarities in community structure (Cluster
II) that were not typically observed in samples from VD
children (Figures 4A,B). These similarities included increased
relative abundances of Streptococcus spp. and Staphylococcus
spp. (Supplementary File 6). These taxa are typically found in
the oral cavity and on the skin surface and are supposedly
transferred from mother to infant through skin contact in
CSD infants (Dominguez-Bello et al., 2010). Furthermore, these
samples showed significantly decreased relative abundances of
Bacteroides spp. and Bifidobacterium spp., whose colonization
has been shown to be delayed in CSD infants (Adlerberth
et al., 2006; Penders et al., 2006; Sufang et al., 2007; Biasucci
et al., 2008; Dominguez-Bello et al., 2010). Interestingly, allergic
diseases have been previously associated with a low prevalence
of Bacteroides spp. and Bifidobacterium spp. (Björkstén et al.,
1999; Watanabe et al., 2003), and low levels of Bifidobacterium
spp. together with significantly increased levels of Staphylococcus
spp. have been associated with childhood obesity (Kalliomäki
et al., 2008). Generally, the genus Bifidobacterium is associated
with an enhanced epithelial barrier function (Cani et al., 2009).
These findings are in line with the statistically higher risks of
CSD infants of developing obesity (Mueller et al., 2015) or
allergic diseases (Abrahamsson et al., 2012, 2014). Although the
diﬀerences observed in our study were compelling, whether the
observed microbiome signatures in CSD infants are directly
causally linked to disease development later in life has yet to
be established in larger infant cohorts with longer-term follow-
up. After day 150, the observed diﬀerences between CSD and
VD infants became less pronounced. This observed trend could
have been driven by weaning the infants from an exclusive milk
diet and/or the introduction of solid food around the same time.
Previous studies showed that through the introduction of new
and diverse nutrients, the microbiome quickly changes toward
a more adult-like profile, thereby decreasing early diﬀerences in
profiles caused by delivery mode or other maternal and neonatal
characteristics (Fallani et al., 2011; Koenig et al., 2011).
Although the delivery mode appeared to have the strongest
influence on diﬀerences between the infants, other factors may
also contribute to the observed patterns. Most notably, reduced
gestational age, higher maternal age, a higher maternal BMI, and
specific maternal antibiotic treatments are commonly observed
in the context of CSD (van Schalkwyk et al., 2010; Al-Kubaisy
et al., 2014; Delnord et al., 2014; Klemetti et al., 2016). For
example, gestational age may have been an additional factor
driving the early Bacteroidetes depletion. Already at day 3,
Bacteroidetes were significantly decreased in five infants that
were born late preterm (34–36 weeks) or early term (37–
38 weeks) compared to four full term infants (≥39 weeks;
Supplementary File 1, Figure S7). Known eﬀects of preterm
delivery on neonatal microbiome colonization include reduced
levels of strict anaerobes such as Bifidobacterium spp. and
Bacteroides spp. (Arboleya et al., 2012, 2016) and a slower
microbial succession (La Rosa et al., 2014), all of which were
observed in our study for samples collected from CSD infants.
Another factor may have been maternal perinatal antibiotics
intake which was associated with significantly lower amount
of prokayotic DNA at day 5 (and a similar trend at days
1 and 28; Supplementary File 1, Figure S1). Importantly, the
antibiotic intake of the mother may have eﬀects on the GIT
microbiome of the infant, either directly, e.g., transfer from
maternal blood via the blood-placental barrier prior to birth
(Pacifici, 2006), or indirectly, e.g., transfer of antibiotics via
breast milk postpartum (Zhang et al., 1997). As antibiotic
administration is recommended in case of delivery by C-section,
this could be yet another factor that had a negative influence on
the observed delay in colonization and succession in CSD infants
while even potentially inhibiting the succession rate in VD infants
to a certain extent. As the present study cohort was limited in size,
the obtained data cannot be considered representative of a more
general situation such that other environmental factors may have
non-negligent influences on the composition of the developing
microbiome as well.
Besides shifts in the early successional patterns and factors
that could enhance the observed delay in colonization, we
also observed fundamental diﬀerences in the taxonomic
composition of CSD infants compared to VD infants and
over all time points, such as a significantly decreased
relative abundance of Bacteroidetes (Supplementary File 1,
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Figure S6A), which remained prominent even at 1 year.
The most drastic diﬀerence in microbiome composition
was an elevated Firmicutes/Bacteroidetes ratio observed in
CSD infants between days 5 and 150 (Figure 5). An elevated
Firmicutes/Bacteroidetes ratio has been previously linked
to an increased energy harvesting capacity by the host and
its potential contribution to the development of metabolic
disorders such as diabetes, obesity, or metabolic syndrome
in adulthood (Turnbaugh et al., 2006), although more recent
findings seem to suggest that evidence for the implication of the
Firmicutes/Bacteroidetes ratio in human health may be weaker
than previously assumed (Sze and Schloss, 2016). The diﬀerential
analysis detected statistically significant alterations of additional
bacterial taxa in CSD infants over all time points, of which several
were also validated by qPCR (Figure 7, Supplementary Files 8,
9). As already highlighted previously, CSD infants harbored
lower proportions of Bacteroides spp. and Parabacteroides
spp., which again point out that CSD infants were subject to a
delayed rate of colonization for the phylum Bacteroidetes and
more specifically the genera Bacteroides and Parabacteroides.
Taxa commonly derived from skin, the oral cavity and the
environment exhibited an enrichment in CSD infants. These taxa
includedHaemophilus spp., Streptococcus spp., Enterobacter spp.,
Propionibacterium spp., and Staphylococcus spp., which have
been previously found to be enriched in CSD infants, supposedly
through skin microbiome transfer from mother to the newborn
after birth (Dominguez-Bello et al., 2010; Bäckhed et al., 2015).
Interestingly, CSD infants in our study were also enriched in the
genus Lactobacillus. As Lactobacillus spp. are usually dominant
in the vaginal microbiome, they are supposedly transferred
from mother to infant during vaginal delivery, thereby being
deficient and delayed in CSD infants (Grönlund et al., 1999;
Adlerberth et al., 2006; Dominguez-Bello et al., 2010; Rutayisire
et al., 2016). Other routes of colonization however also include
the administration of breast milk (Bäckhed et al., 2015).
General Delay in Colonization Rates in
CSD Infants
Overall, archaea and fungi were more often detected by qPCR
in VD infants compared to CSD infants, and the yield of
fungal DNA was lower in CSD infants compared to VD infants,
except at 1 year and after introduction of solid food in all
infants. These findings indicate that the previously described
delay in colonization and succession observed for bacteria
in CSD infants may actually aﬀect all three domains of life,
adding valuable information to our current knowledge regarding
neonatal colonization of the GIT microbiome.
The initial microbiome colonization process is especially
crucial for the early stimulation and maturation of the immune
system (Rizzetto et al., 2014; Houghteling and Walker, 2015;
Mueller et al., 2015), such that the observed delay of all
three domains of life in CSD infants may result in an altered
immunostimulatory eﬀect, which in turn may potentially have
long-lasting eﬀects in relation to human health. Whether the
early disturbance and delay of the colonization and succession
processes in CSD infants could potentially exacerbate or
contribute to the higher risk of CSD infants to develop certain
diseases, therefore requires additional immunological data.
However, what has been observed so far is that due to the close
contact between the developing GIT, the underlying immune
system and the colonizing bacteria, the early microbiome acts
as an important interface in the neonatal development of
the immune system (Björkstén, 2004; Caicedo et al., 2005;
Rautava andWalker, 2007; Eberl and Lochner, 2009). Substantial
shifts of neonatal taxonomic compositions or disruptions of
natural colonization and succession processes may thereby
lead to changes in the long-term developmental processes and
subsequent altering of immune development. Additionally, the
timing of colonization plays an important role in neonatal
immune programming. Previous studies on mouse models
observed that a delayed microbial GIT colonization of germ-
free mice caused long-term changes in the immune system (Sudo
et al., 1997; Rautava and Walker, 2007; Eberl and Lochner, 2009;
Hansen et al., 2012; Olszak et al., 2012). These recent findings
suggest that the composition and timing of early neonatal
colonization in CSD infants are important factors influencing the
microbial education of the developing immune system, which
could result in long-term persistent alterations in systemic gene
expression and increased disease predispositions.
CONCLUSIONS
Here, we describe for the first time the colonization of the
neonatal human GIT resolved to all three domains of life. We
demonstrate that bacteria but also archaea and microeukaryotes,
predominantly fungi, are detectable in meconium samples and
are thereby among the earliest colonizers of the neonatal GIT
microbiome.
In contrast to the patterns observed for prokaryotes,
microeukaryotic abundances fluctuated strongly over time,
suggesting that the microeukaryotic community did not reach
a stable colonization state during the first year of life. Based
on our results, the milk-feeding regime appeared to impact the
early microeukaryotic colonization and diversification process.
An important question in this context is whether a diverse
microeukaryotic microbiome is more resilient to disturbances
and beneficial for the host as it has been proposed for bacterial
constituents of the GIT microbiome.
As for the diﬀerences in colonization and succession between
VD and CSD infants during the first year of life, our findings
highlight that CSD infants experience a delay in colonization
and succession aﬀecting all three domains of life, generally
complementing and further extending previous observations.
Substantial shifts in the community compositions started as
early as day 5 and were potentially caused by diﬀerences in
time of incidental exposure to bacteria from the environment
in CSD infants. We further suggest a potential link to earlier
gestational age and maternal antibiotics intake. Given that the
early microbiome supposedly shapes the immune system, our
observations that CSD infants exhibited a diﬀerent succession
pattern early on raises the possibility that disturbances to the
microbiome in the early stages of neonatal development might
have long-lasting health eﬀects. Although major diﬀerences
between VD and CSD infants were less apparent at 1 year of
age, the question whether diﬀerences in the early stimulation of
the immune system by either the VD or the CSD microbiomes
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may change the infants’ response to later perturbations, such as
during the introduction of solid food, will require further in-
depth studies. In order to answer these questions, high-frequency
sampling of GITmicrobiota along with resolving crucial immune
characteristics over longer periods of time should be undertaken.
Further additional work is required to determine at which
stage of infant development the GIT microbiome acquires a
mature archaeal community, as well as when the transition
between the highly dynamic early microeukaryotic microbiota
and the stable adult microeukaryotic community occurs. Open
questions in this context revolve around which role these two
domains play with respect to neonatal host metabolism, how they
influence the host’s immune system and how they influence the
GITmicrobiome through providing specific metabolic functions.
Our findings provide an important account of the neonatal
colonization and succession within the human GIT microbiome
by bacteria, archaea, and microeukayotes. In particular, our
findings highlight the need for studying all three domains of
life in future longitudinal studies of microbial colonization and
succession within the human GIT to finally understand how the
individual taxa aﬀect host physiology and how diﬀerences in
colonization and succession of all three domains may contribute
to the development of diseases later in life.
AUTHOR CONTRIBUTIONS
LW carried out the qPCR assays, data processing, comparative
analyses of the 16S and 18S rRNA gene amplicon sequencing
data and data interpretation, participated in the biomolecular
extractions and wrote the manuscript. AHB, AH, CL, Cd, and
PW were involved in data analysis and interpretation. AHB
contributed toward biomolecular extractions and writing the
manuscript. AH participated in the design of the study and in
the sample and data collection. EM, SN, and CL participated
in data analysis and critical revision of the manuscript. LH and
AA participated in the data processing of the 18S rRNA gene
amplicon sequencing data and provided important advice. LB
and JB participated in the sample collection and processing. Cd
and PW conceived and coordinated the study and participated
in its design and in writing the manuscript. All authors read and
approved the final manuscript.
FUNDING
The present work was partially funded by the Integrated
BioBank of Luxembourg. Additional support was provided by
an ATTRACT program grant (ATTRACT/A09/03), a CORE
programme grant (CORE/15/BM/10404093) and a European
Union Joint Programme in Neurodegenerative Disease research
grant (INTER/JPND/12/01) to PW as well as Aide à la Formation
Recherche grants to LW (AFR PHD-2013-5824125), CL (AFR
PHD/4964712), and SN (AFR PHD-2014-1/7934898), a CORE
junior to EM (C15/SR/10404839) all funded by the Luxembourg
National Research Fund (FNR). The continuation of the study
has been ensured with the generous financial support of the
Fondation André et Henriette Losch. AA was funded by a grant
from the Swedish Research Council VR (grant 2011-5689). The
funding bodies had no impact on the design of the study, data
collection, analysis, interpretation of data, nor in writing the
manuscript.
ACKNOWLEDGMENTS
In silico analyses presented in this paper were carried out using
the HPC facilities of University of Luxembourg (Varrette et al.,
2014). We are deeply grateful for all the parents and infants
that have and will participate in the study. We also thank the
dedicated clinical staﬀ for participant recruitment, neonatologists
of the Clinique pédiatrique and gynecologists, especially Isabelle
Cimino and Roxane Batutu and all others involved in sample and
data collection at the CHL as well as for sample storage at the
IBBL. Patrick May, Enrico Glaab, Jean-Pierre Trezzi, and Anne
Kaysen from the Luxembourg Centre for Systems Biomedicine,
are thanked for regular and valuable discussions. Abdul Sheik
(LCSB) is thanked for additional editing of the manuscript.
Wouter Coppieters, Latifa Karim, and Benoît Hennuy from
CART-GIGA are thanked for their work and discussion on the
sequencing. Furthermore, we are thankful for the assistance of
Patricia Martins Conde, Sandy Collignon, and Laura A. Lebrun
(LCSB) with fecal sample extractions and the eﬀorts of Lola
Kourouma on metadata entry and cross-checking of the medical
data as well as Falk Hildebrand for being readily helpful with
questions regarding the LotuS software.
SUPPLEMENTARY MATERIAL
The Supplementary Material for this article can be found
online at: http://journal.frontiersin.org/article/10.3389/fmicb.
2017.00738/full#supplementary-material
Figure S1 | Impact of maternal antibiotic intake prior to birth on the yield
of prokaryotic DNA from neonatal stool samples.
Figure S2 | Analysis of 16S rRNA gene amplicon data from a DNA dilution
series.
Figure S3 | Quality of the archaeal sequencing reads.
Figure S4 | Microbial richness during colonization and succession of the
infant GIT.
Figure S5 | Spearman correlations between samples from each time point
compared to the individual most mature microbial community profiles
represented by samples collected at the final time point per infant.
Figure S6 | Differences between delivery modes in relation to relative
abundances of Bacteroidetes and Bacteroides spp.
Figure S7 | Relative abundances of Bacteroidetes in children born at
different gestational ages.
Table S1 | Milk feeding regime of the infants prior to the different sample
collection time points.
Table S2 | Results of Wilcoxon rank sum test comparing the yields
measured for the prokaryotic and fungal DNA at different collection time
points.
Table S3 | Results of Wilcoxon rank sum tests for prokaryotic diversity,
evenness, richness, and dissimilarity indices at different collection time
points.
Frontiers in Microbiology | www.frontiersin.org 17 May 2017 | Volume 8 | Article 738
Wampach et al. Microbial Colonization during the First Year of Life
Table S4 | Results of Wilcoxon rank sum tests for microeukaryotic
diversity, evenness, richness, and dissimilarity indices at different
collection time points.
Supplementary File 1 | Figures S1–S7 and Tables S1–S4.
Supplementary File 2 | Number of reads obtained from the 16S rRNA gene
amplicon sequencing data at OTU level and in all samples.
Supplementary File 3 | Number of reads obtained from the 18S rRNA gene
amplicon sequencing data at OTU level and in all samples.
Supplementary File 4 | Sequencing reads obtained from the 16S
rRNA gene amplicon sequencing data at OTU level in meconium
samples.
Supplementary File 5 | Sequencing reads obtained from the 18S rRNA
gene amplicon sequencing data at OTU level in meconium samples.
Supplementary File 6 | List of OTUs with significantly different relative
abundances between Clusters I and II.
Supplementary File 7 | List of OTUs with significantly different relative
abundances between Clusters III and IV.
Supplementary File 8 | List of OTUs resulting from the differential analysis
(DESeq2) that were significantly differentially abundant across all
collection time points and comparing VD and CSD infants.
Supplementary File 9 | List of genera resulting from the differential
analysis (DESeq2) that were significantly differentially abundant across all
collection time points and comparing VD and CSD infants.
REFERENCES
Abrahamsson, T. R., Jakobsson, H. E., Andersson, A. F., Björkstén, B., Engstrand,
L., and Jenmalm, M. C. (2012). Low diversity of the gut microbiota in
infants with atopic eczema. J. Allergy Clin. Immunol. 129, 434–440, 440.e1-2.
doi: 10.1016/j.jaci.2011.10.025
Abrahamsson, T. R., Jakobsson, H. E., Andersson, A. F., Björkstén, B., Engstrand,
L., and Jenmalm, M. C. (2014). Low gut microbiota diversity in early
infancy precedes asthma at school age. Clin. Exp. Allergy 44, 842–850.
doi: 10.1111/cea.12253
Adlerberth, I., Lindberg, E., Åberg, N., Hesselmar, B., Saalman, R., Strannegård,
I.-L., et al. (2006). Reduced enterobacterial and increased staphylococcal
colonization of the infantile bowel: an eﬀect of hygienic lifestyle? Pediatr. Res.
59, 96–101. doi: 10.1203/01.pdr.0000191137.12774.b2
Al-Kubaisy, W., Al-Rubaey, M., Al-Naggar, R. A., Karim, B., and Mohd Noor,
N. A. (2014). Maternal obesity and its relation with the cesarean section: a
hospital based cross sectional study in Iraq. BMC Pregnancy Childbirth 14:235.
doi: 10.1186/1471-2393-14-235
Andersen, L. O., Nielsen, H. V., and Stensvold, C. R. (2013).Waiting for the human
intestinal Eukaryotome. ISME J. 7, 1253–1255. doi: 10.1038/ismej.2013.21
Arboleya, S., Binetti, A., Salazar, N., Fernández, N., Solís, G., Hernández-
Barranco, A., et al. (2012). Establishment and development of intestinal
microbiota in preterm neonates. FEMS Microbiol. Ecol. 79, 763–772.
doi: 10.1111/j.1574-6941.2011.01261.x
Arboleya, S., Sánchez, B., Solís, G., Fernández, N., Suárez, M., Hernández-
Barranco, A., et al. (2016). Impact of prematurity and perinatal antibiotics on
the developing intestinal microbiota: a functional inference study. Int. J. Mol.
Sci. 17, 649. doi: 10.3390/ijms17050649
Ardissone, A. N., de la Cruz, D. M., Davis-Richardson, A. G., Rechcigl,
K. T., Li, N., Drew, J. C., et al. (2014). Meconium microbiome analysis
identifies bacteria correlated with premature birth. PLoS ONE 9:e90784.
doi: 10.1371/journal.pone.0090784
Arrieta, M.-C., Stiemsma, L. T., Amenyogbe, N., Brown, E. M., and Finlay, B.
(2014). The intestinal microbiome in early life: health and disease. Front.
Immunol. 5:427. doi: 10.3389/fimmu.2014.00427
Bacchetti De Gregoris, T., Aldred, N., Clare, A. S., and Burgess, J. G.
(2011). Improvement of phylum- and class-specific primers for real-time
PCR quantification of bacterial taxa. J. Microbiol. Methods 86, 351–356.
doi: 10.1016/j.mimet.2011.06.010
Bäckhed, F., Roswall, J., Peng, Y., Feng, Q., Jia, H., Kovatcheva-Datchary, P., et al.
(2015). Dynamics and stabilization of the human gut microbiome during the
first year of life.Cell HostMicrobe 17, 690–703. doi: 10.1016/j.chom.2015.04.004
Barrett, E., Kerr, C., Murphy, K., O’Sullivan, O., Ryan, C. A., Dempsey, E.
M., et al. (2013). The individual-specific and diverse nature of the preterm
infant microbiota. Arch. Dis. Child Fetal Neonatal Ed. 98, F334–F340.
doi: 10.1136/archdischild-2012-303035
Belay, N., Mukhopadhyay, B., Conway de Macario, E., Galask, R., and Daniels, L.
(1990). Methanogenic bacteria in human vaginal samples. J. Clin. Microbiol. 28,
1666–1668.
Benjamini, Y., and Hochberg, Y. (1995). Controlling the false discovery rate: a
practical and powerful approach to multiple testing. J. R. Stat. Soc. Ser. B 57,
289–300.
Biasucci, G., Benenati, B., Morelli, L., Bessi, E., and Boehm, G. (2008). Cesarean
delivery may aﬀect the early biodiversity of intestinal bacteria. J. Nutr. 138,
1796S–1800S.
Björkstén, B. (2004). Eﬀects of intestinal microflora and the environment on
the development of asthma and allergy. Springer Semin. Immunopathol. 25,
257–270. doi: 10.1007/s00281-003-0142-2
Björkstén, B., Naaber, P., Sepp, E., and Mikelsaar, M. (1999). The
intestinal microflora in allergic Estonian and Swedish 2-year-old
children. Clin. Exp. Allergy 29, 342–346. doi: 10.1046/j.1365-2222.1999.
00560.x
Bliss, J. M., Basavegowda, K. P., Watson, W. J., Sheikh, A. U., and Ryan, R. M.
(2008). Vertical and horizontal transmission of Candida albicans in very low
birth weight infants using DNA fingerprinting techniques. Pediatr. Infect. Dis.
J. 27, 231–235. doi: 10.1097/INF.0b013e31815bb69d
Cabrera-Rubio, R., Collado, M. C., Laitinen, K., Salminen, S., Isolauri, E., and
Mira, A. (2012). The human milk microbiome changes over lactation and is
shaped bymaternal weight andmode of delivery.Am. J. Clin. Nutr. 96, 544–551.
doi: 10.3945/ajcn.112.037382
Caicedo, R. A., Schanler, R. J., Li, N., and Neu, J. (2005). The developing
intestinal ecosystem: implications for the neonate. Pediatr. Res. 58, 625–628.
doi: 10.1203/01.PDR.0000180533.09295.84
Cani, P. D., Possemiers, S., Van deWiele, T., Guiot, Y., Everard, A., Rottier, O., et al.
(2009). Changes in gut microbiota control inflammation in obese mice through
a mechanism involving GLP-2-driven improvement of gut permeability. Gut
58, 1091–1103. doi: 10.1136/gut.2008.165886
Chao, A. (1984). Nonparametric estimation of the number of classes in a
population. Scand. J. Stat. 11, 265–270.
Cox, L. M., Yamanishi, S., Sohn, J., Alekseyenko, A. V., Leung, J. M.,
Cho, I., et al. (2014). Altering the intestinal microbiota during a critical
developmental window has lasting metabolic consequences. Cell 158, 705–721.
doi: 10.1016/j.cell.2014.05.052
Davis, L. M. G., Martínez, I., Walter, J., Goin, C., and Hutkins, R. W. (2011).
Barcoded pyrosequencing reveals that consumption of galactooligosaccharides
results in a highly specific bifidogenic response in humans. PLoS ONE 6:e25200.
doi: 10.1371/journal.pone.0025200
Delnord, M., Blondel, B., Drewniak, N., Klungsøyr, K., Bolumar, F.,
Mohangoo, A., et al. (2014). Varying gestational age patterns in cesarean
delivery: an international comparison. BMC Pregnancy Childbirth 14:321.
doi: 10.1186/1471-2393-14-321
Delzenne, N. M., Cani, P. D., Everard, A., Neyrinck, A. M., and Bindels, L. B.
(2015). Gut microorganisms as promising targets for the management of type 2
diabetes. Diabetologia 58, 1–12. doi: 10.1007/s00125-015-3712-7
Dollive, S., Chen, Y.-Y., Grunberg, S., Bittinger, K., Hoﬀmann, C.,
Vandivier, L., et al. (2013). Fungi of the murine gut: episodic variation
and proliferation during antibiotic treatment. PLoS ONE 8:e71806.
doi: 10.1371/journal.pone.0071806
Frontiers in Microbiology | www.frontiersin.org 18 May 2017 | Volume 8 | Article 738
Wampach et al. Microbial Colonization during the First Year of Life
Dominguez-Bello, M. G., Costello, E. K., Contreras, M., Magris, M., Hidalgo, G.,
Fierer, N., et al. (2010). Delivery mode shapes the acquisition and structure of
the initial microbiota across multiple body habitats in newborns. Proc. Natl.
Acad. Sci. U.S.A. 107, 11971–11975. doi: 10.1073/pnas.1002601107
Dridi, B., Henry, M., El Khéchine, A., Raoult, D., and Drancourt, M. (2009). High
Prevalence of Methanobrevibacter smithii and Methanosphaera stadtmanae
detected in the human gut using an improved DNA detection protocol. PLoS
ONE 4:e7063. doi: 10.1371/journal.pone.0007063
Eberl, G., and Lochner, M. (2009). The development of intestinal lymphoid
tissues at the interface of self and microbiota. Mucosal. Immunol. 2, 478–485.
doi: 10.1038/mi.2009.114
Einsele, H., Hebart, H., Roller, G., Löﬄer, J., Rothenhofer, I., Müller, C. A., et al.
(1997). Detection and identification of fungal pathogens in blood by using
molecular probes. J. Clin. Microbiol. 35, 1353–1360.
Fallani, M., Amarri, S., Uusijarvi, A., Adam, R., Khanna, S., Aguilera, M.,
et al. (2011). Determinants of the human infant intestinal microbiota after
the introduction of first complementary foods in infant samples from
five European centres. Microbiology 157, 1385–1392. doi: 10.1099/mic.0.04
2143-0
Fierer, N., Jackson, J. A., Vilgalys, R., and Jackson, R. B. (2005). Assessment
of soil microbial community structure by use of taxon-specific
quantitative PCR assays. Appl. Environ. Microbiol. 71, 4117–4120.
doi: 10.1128/AEM.71.7.4117-4120.2005
Fricke, W. F., Seedorf, H., Henne, A., Krüer, M., Liesegang, H., Hedderich,
R., et al. (2006). The genome sequence of Methanosphaera stadtmanae
reveals why this human intestinal archaeon is restricted to methanol and
H2 for methane formation and ATP synthesis. J. Bacteriol. 188, 642–658.
doi: 10.1128/JB.188.2.642-658.2006
Gosalbes, M. J., Llop, S., Vallès, Y., Moya, A., Ballester, F., and Francino, M. P.
(2013).Meconiummicrobiota types dominated by lactic acid or enteric bacteria
are diﬀerentially associated with maternal eczema and respiratory problems in
infants. Clin. Exp. Allergy 43, 198–211. doi: 10.1111/cea.12063
Greenhalgh, K., Meyer, K. M., Aagaard, K. M., and Wilmes, P. (2016). The
human gut microbiome in health: establishment and resilience of microbiota
over a lifetime: the human gut microbiome in health. Environ. Microbiol. 18,
2103–2116. doi: 10.1111/1462-2920.13318
Grönlund, M. M., Lehtonen, O. P., Eerola, E., and Kero, P. (1999). Fecal microflora
in healthy infants born by diﬀerent methods of delivery: permanent changes in
intestinal flora after cesarean delivery. J. Pediatr. Gastroenterol. Nutr. 28, 19–25.
doi: 10.1097/00005176-199901000-00007
Guaraldi, F., and Salvatori, G. (2012). Eﬀect of breast and formula feeding
on gut microbiota shaping in newborns. Front. Cell. Infect. Microbiol. 2:94.
doi: 10.3389/fcimb.2012.00094
Guillou, L., Bachar, D., Audic, S., Bass, D., Berney, C., Bittner, L., et al. (2013). The
Protist Ribosomal Reference database (PR2): a catalog of unicellular eukaryote
small sub-unit rRNA sequences with curated taxonomy. Nucleic Acids Res. 41,
D597–D604. doi: 10.1093/nar/gks1160
Hamad, I., Sokhna, C., Raoult, D., and Bittar, F. (2012). Molecular detection of
eukaryotes in a single human stool sample from Senegal. PLoS ONE 7:e40888.
doi: 10.1371/journal.pone.0040888
Hansen, C. H. F., Nielsen, D. S., Kverka, M., Zakostelska, Z., Klimesova,
K., Hudcovic, T., et al. (2012). Patterns of early gut colonization
shape future immune responses of the host. PLoS ONE 7:e34043.
doi: 10.1371/journal.pone.0034043
Hansen, E. E., Lozupone, C. A., Rey, F. E., Wu, M., Guruge, J. L., Narra, A.,
et al. (2011). Pan-genome of the dominant human gut-associated archaeon,
Methanobrevibacter smithii, studied in twins. Proc. Natl. Acad. Sci. U.S.A. 108,
4599–4606. doi: 10.1073/pnas.1000071108
Hansen, R., Scott, K. P., Khan, S., Martin, J. C., Berry, S. H., Stevenson, M.,
et al. (2015). First-pass meconium samples from healthy term vaginally-
delivered neonates: an analysis of the microbiota. PLoS ONE 10:e0133320.
doi: 10.1371/journal.pone.0133320
Herlemann, D. P., Labrenz, M., Jürgens, K., Bertilsson, S., Waniek, J. J.,
and Andersson, A. F. (2011). Transitions in bacterial communities along
the 2000 km salinity gradient of the Baltic Sea. ISME J. 5, 1571–1579.
doi: 10.1038/ismej.2011.41
Hermann-Bank, M. L., Skovgaard, K., Stockmarr, A., Larsen, N., and Mølbak,
L. (2013). The Gut Microbiotassay: a high-throughput qPCR approach
combinable with next generation sequencing to study gut microbial diversity.
BMC Genomics 14:788. doi: 10.1186/1471-2164-14-788
Hildebrand, F., Tadeo, R., Voigt, A. Y., Bork, P., and Raes, J. (2014). LotuS:
an eﬃcient and user-friendly OTU processing pipeline. Microbiome 2:30.
doi: 10.1186/2049-2618-2-30
Hill-Burns, E. M., Debelius, J. W., Morton, J. T., Wissemann, W. T., Lewis, M.
R., Wallen, Z. D., et al. (2017). Parkinson’s disease and Parkinson’s disease
medications have distinct signatures of the gut microbiome: PD, medications,
and gut microbiome. Mov. Disord. doi: 10.1002/mds.26942. [Epub ahead of
print].
Horz, H.-P. (2015). Archaeal lineages within the human microbiome: absent, rare
or elusive? Life 5, 1333–1345. doi: 10.3390/life5021333
Houghteling, P. D., andWalker, W. A. (2015). Why is initial bacterial colonization
of the intestine important to infants’ and children’s health? J. Pediatr.
Gastroenterol. Nutr. 60, 294–307. doi: 10.1097/MPG.0000000000000597
Hu, Y. O. O., Karlson, B., Charvet, S., and Andersson, A. F. (2016). Diversity of
pico- to mesoplankton along the 2000 km salinity gradient of the baltic Sea.
Front. Microbiol. 7:679. doi: 10.3389/fmicb.2016.00679
Hugerth, L. W., Muller, E. E. L., Hu, Y. O. O., Lebrun, L. A. M., Roume, H.,
Lundin, D., et al. (2014b). Systematic design of 18S rRNA gene primers for
determining eukaryotic diversity in microbial consortia. PLoS ONE 9:e95567.
doi: 10.1371/journal.pone.0095567
Hugerth, L. W., Wefer, H. A., Lundin, S., Jakobsson, H. E., Lindberg, M., Rodin, S.,
et al. (2014a). DegePrime, a program for degenerate primer design for broad-
taxonomic-range PCR in microbial ecology studies. Appl. Environ. Microbiol.
80, 5116–5123. doi: 10.1128/AEM.01403-14
Jakobsson, H. E., Abrahamsson, T. R., Jenmalm, M. C., Harris, K., Quince,
C., Jernberg, C., et al. (2014). Decreased gut microbiota diversity, delayed
Bacteroidetes colonisation and reduced Th1 responses in infants delivered by
caesarean section. Gut 63, 559–566. doi: 10.1136/gutjnl-2012-303249
Jervis-Bardy, J., Leong, L. E. X., Marri, S., Smith, R. J., Choo, J. M., Smith-Vaughan,
H. C., et al. (2015). Deriving accurate microbiota profiles from human samples
with low bacterial content through post-sequencing processing of Illumina
MiSeq data.Microbiome 3:19. doi: 10.1186/s40168-015-0083-8
Jiménez, E., Marín, M. L., Martín, R., Odriozola, J. M., Olivares, M., Xaus, J., et al.
(2008). Is meconium from healthy newborns actually sterile? Res. Microbiol.
159, 187–193. doi: 10.1016/j.resmic.2007.12.007
Kalliomäki, M., Collado, M. C., Salminen, S., and Isolauri, E. (2008). Early
diﬀerences in fecal microbiota composition in childrenmay predict overweight.
Am. J. Clin. Nutr. 87, 534–538.
Klemetti, R., Gissler, M., Sainio, S., and Hemminki, E. (2016). At what age does the
risk for adverse maternal and infant outcomes increase - nationwide register-
based study on first births in Finland in 2005-2014? Acta Obstet. Gyn. Scand.
95, 1368–1375.doi: 10.1111/aogs.13020
Koenig, J. E., Spor, A., Scalfone, N., Fricker, A. D., Stombaugh, J., Knight,
R., et al. (2011). Succession of microbial consortia in the developing
infant gut microbiome. Proc. Natl. Acad. Sci. U.S.A. 108, 4578–4585.
doi: 10.1073/pnas.1000081107
Koren, O., Knights, D., Gonzalez, A., Waldron, L., Segata, N., Knight, R., et al.
(2013). A guide to enterotypes across the human body: meta-analysis of
microbial community structures in humanmicrobiome datasets. PLoS Comput.
Biol. 9:e1002863. doi: 10.1371/journal.pcbi.1002863
Kozich, J. J., Westcott, S. L., Baxter, N. T., Highlander, S. K., and Schloss, P. D.
(2013). Development of a dual-index sequencing strategy and curation pipeline
for analyzing amplicon sequence data on the MiSeq illumina sequencing
platform.Appl. Environ. Microbiol. 79, 5112–5120. doi: 10.1128/AEM.01043-13
La Rosa, P. S., Warner, B. B., Zhou, Y., Weinstock, G. M., Sodergren, E., Hall-
Moore, C. M., et al. (2014). Patterned progression of bacterial populations
in the premature infant gut. Proc. Natl. Acad. Sci. U.S.A. 111, 12522–12527.
doi: 10.1073/pnas.1409497111
Le Huërou-Luron, I., Blat, S., and Boudry, G. (2010). Breast- v. formula-feeding:
impacts on the digestive tract and immediate and long-term health eﬀects.Nutr.
Res. Rev. 23, 23–36. doi: 10.1017/S0954422410000065
Love, M. I., Huber, W., and Anders, S. (2014). Moderated estimation of fold
change and dispersion for RNA-seq data with DESeq2. Genome Biol. 15, 550.
doi: 10.1186/s13059-014-0550-8
Lundin, D., Severin, I., Logue, J. B., Östman, Ö., Andersson, A. F., and
Lindström, E. S. (2012). Which sequencing depth is suﬃcient to describe
Frontiers in Microbiology | www.frontiersin.org 19 May 2017 | Volume 8 | Article 738
Wampach et al. Microbial Colonization during the First Year of Life
patterns in bacterial α- and β-diversity? Environ. Microbiol. Rep. 4, 367–372.
doi: 10.1111/j.1758-2229.2012.00345.x
Lupetti, A., Tavanti, A., Davini, P., Ghelardi, E., Corsini, V., Merusi, I.,
et al. (2002). Horizontal transmission of Candida parapsilosis Candidemia
in a neonatal intensive care unit. J. Clin. Microbiol. 40, 2363–2369.
doi: 10.1128/JCM.40.7.2363-2369.2002
Maechler, M., Rousseeuw, P., Struyf, A., Hubert, M., and Hornik, K. (2016).
Cluster: Cluster Analysis Basics And Extensions. R package Version 2.0.5.
Mar Rodríguez, M., Pérez, D., Javier Chaves, F., Esteve, E., Marin-Garcia, P., Xifra,
G., et al. (2015). Obesity changes the human gut mycobiome. Sci. Rep. 5:14600.
doi: 10.1038/srep14600
Martineau, F., Picard, F. J., Ke, D., Paradis, S., Roy, P. H., Ouellette,
M., et al. (2001). Development of a PCR assay for identification of
Staphylococci at genus and species levels. J. Clin. Microbiol. 39, 2541–2547.
doi: 10.1128/JCM.39.7.2541-2547.2001
McFarland, L. V., and Bernasconi, P. (1993). Saccharomyces boulardii’. A review
of an innovative biotherapeutic agent. Microb. Ecol. Health. Dis. 6, 157–171.
doi: 10.3109/08910609309141323
McMurdie, P. J., and Holmes, S. (2013). phyloseq: an R package for reproducible
interactive analysis and graphics of microbiome census data. PLoS ONE
8:e61217. doi: 10.1371/journal.pone.0061217
Miller, T. L., andWolin, M. J. (1986). Methanogens in human and animal intestinal
tracts. Syst. Appl. Microbiol. 7, 223–229. doi: 10.1016/S0723-2020(86)80010-8
Mueller, N., Whyatt, R., Hoepner, L., Oberfield, S., Dominguez-Bello, M., Widen,
E., et al. (2015). Prenatal exposure to antibiotics, cesarean section and risk of
childhood obesity. Int. J. Obes. 39, 665–670. doi: 10.1038/ijo.2014.180
Nayfach, S., Rodriguez-Mueller, B., Garud, N., and Pollard, K. S. (2016). An
integrated metagenomics pipeline for strain profiling reveals novel patterns
of bacterial transmission and biogeography. Genome Res. 26, 1612–1625.
doi: 10.1101/gr.201863.115
Nguyen, D. M., and El-Serag, H. B. (2010). The epidemiology of obesity.
Gastroenterol. Clin. North Am. 39, 1–7. doi: 10.1016/j.gtc.2009.12.014
Nguyen-Hieu, T., Khelaifia, S., Aboudharam, G., and Drancourt, M. (2013).
Methanogenic archaea in subgingival sites: a review. APMIS 121, 467–477.
doi: 10.1111/apm.12015
Olszak, T., An, D., Zeissig, S., Vera, M. P., Richter, J., Franke, A., et al. (2012).
Microbial exposure during early life has persistent eﬀects on natural killer T
cell function. Science 336, 489–493. doi: 10.1126/science.1219328
Ott, S. J., Kühbacher, T., Musfeldt, M., Rosenstiel, P., Hellmig, S., Rehman,
A., et al. (2008). Fungi and inflammatory bowel diseases: alterations
of composition and diversity. Scand. J. Gastroenterol. 43, 831–841.
doi: 10.1080/00365520801935434
Pacifici, G. M. (2006). Placental transfer of antibiotics administered to the mother:
a review. Int. J. Clin. Pharmacol. Ther. 44, 57–63. doi: 10.5414/CPP44057
Palmer, C., Bik, E. M., DiGiulio, D. B., Relman, D. A., and Brown, P. O. (2007).
Development of the human infant intestinal microbiota. PLoS Biol. 5:e177.
doi: 10.1371/journal.pbio.0050177
Pandey, P. K., Siddharth, J., Verma, P., Bavdekar, A., Patole, M. S., and Shouche, Y.
S. (2012). Molecular typing of fecal eukaryotic microbiota of human infants and
their respective mothers. J. Biosci. 37, 221–226. doi: 10.1007/s12038-012-9197-3
Penders, J., Thijs, C., Vink, C., Stelma, F. F., Snijders, B., Kummeling, I., et al.
(2006). Factors influencing the composition of the intestinal microbiota in early
infancy. Pediatrics 118, 511–521. doi: 10.1542/peds.2005-2824
Probst, A. J., Auerbach, A. K., and Moissl-Eichinger, C. (2013). Archaea on human
skin. PLoS ONE 8:e65388. doi: 10.1371/journal.pone.0065388
R Development Core Team (2008). R: A Language and Environment for Statistical
Computing. Vienna: R Foundation for Statistical Computing.
Rautava, S., and Walker, W. A. (2007). Commensal bacteria and epithelial
cross talk in the developing intestine. Curr. Gastroenterol. Rep. 9, 385–392.
doi: 10.1007/s11894-007-0047-7
Rizzetto, L., De Filippo, C., and Cavalieri, D. (2014). Richness and diversity of
mammalian fungal communities shape innate and adaptive immunity in health
and disease. Eur. J. Immunol. 44, 3166–3181. doi: 10.1002/eji.201344403
Roccarina, D., Lauritano, E. C., Gabrielli, M., Franceschi, F., Ojetti, V., and
Gasbarrini, A. (2010). The role of methane in intestinal diseases. Am. J.
Gastroenterol. 105, 1250–1256. doi: 10.1038/ajg.2009.744
Rutayisire, E., Huang, K., Liu, Y., and Tao, F. (2016). The mode of delivery
aﬀects the diversity and colonization pattern of the gut microbiota during
the first year of infants’ life: a systematic review. BMC Gastroenterol. 16:86.
doi: 10.1186/s12876-016-0498-0
Salter, S. J., Cox, M. J., Turek, E. M., Calus, S. T., Cookson, W. O.,
Moﬀatt, M. F., et al. (2014). Reagent and laboratory contamination can
critically impact sequence-based microbiome analyses. BMC Biol. 12:87.
doi: 10.1186/s12915-014-0087-z
Samuel, B. S., Hansen, E. E., Manchester, J. K., Coutinho, P. M., Henrissat,
B., Fulton, R., et al. (2007). Genomic and metabolic adaptations of
Methanobrevibacter smithii to the human gut. Proc. Natl. Acad. Sci. U.S.A. 104,
10643–10648. doi: 10.1073/pnas.0704189104
Scanlan, P. D., and Marchesi, J. R. (2008). Micro-eukaryotic diversity of
the human distal gut microbiota: qualitative assessment using culture-
dependent and -independent analysis of faeces. ISME J. 2, 1183–1193.
doi: 10.1038/ismej.2008.76
Scanlan, P. D., Stensvold, C. R., Rajilic´-Stojanovic´, M., Heilig, H. G., De Vos,
W. M., O’Toole, P. W., et al. (2014). The microbial eukaryote Blastocystis is
a prevalent and diverse member of the healthy human gut microbiota. FEMS
Microbiol. Ecol. 90, 326–330. doi: 10.1111/1574-6941.12396
Sebald, J., Willi, M., Schoberleitner, I., Krogsdam, A., Orth-Höller, D., Trajanoski,
Z., et al. (2016). Impact of the chromatin remodeling factor CHD1 on gut
microbiome composition of Drosophila melanogaster. PLoS ONE 11:e0153476.
doi: 10.1371/journal.pone.0153476
Sekirov, I., Tam, N. M., Jogova, M., Robertson, M. L., Li, Y., Lupp, C.,
et al. (2008). Antibiotic-induced perturbations of the intestinal microbiota
alter host susceptibility to enteric infection. Infect. Immun. 76, 4726–4736.
doi: 10.1128/IAI.00319-08
Shah, P., Muller, E. E. L., Lebrun, L. A., Wampach, L., and Wilmes, P. (in press).
Sequential isolation of DNA, RNA, protein and metabolite fractions from
murine organs and intestinal contents for integrated omics of host-microbiota
interactions.Methods Mol. Biol.
Song, S. J., Lauber, C., Costello, E. K., Lozupone, C. A., Humphrey, G., Berg-Lyons,
D., et al. (2013). Cohabiting family members share microbiota with one another
and with their dogs. Elife 2:e00458. doi: 10.7554/eLife.00458
Sudo, N., Sawamura, S., Tanaka, K., Aiba, Y., Kubo, C., and Koga, Y. (1997).
The requirement of intestinal bacterial flora for the development of an IgE
production system fully susceptible to oral tolerance induction. J. Immunol.
159, 1739–1745.
Sufang, G., Padmadas, S. S., Fengmin, Z., Brown, J. J., and Stones, R. W. (2007).
Delivery settings and caesarean section rates in China. Bull. World Health
Organ. 85, 755–762. doi: 10.2471/BLT.06.035808
Suhr, M. J., and Hallen-Adams, H. E. (2015). The human gut mycobiome:
pitfalls and potentials - a mycologist’s perspective. Mycologia 107, 1057–1073.
doi: 10.3852/15-147
Sze, M. A., and Schloss, P. D. (2016). Looking for a signal in the
noise: revisiting obesity and the microbiome. Mbio 7, e01018–e01016.
doi: 10.1128/mBio.01018-16
Thauer, R. K., Kaster, A.-K., Seedorf, H., Buckel, W., and Hedderich, R. (2008).
Methanogenic archaea: ecologically relevant diﬀerences in energy conservation.
Nat. Rev. Microbiol. 6, 579–591. doi: 10.1038/nrmicro1931
Turnbaugh, P. J., Ley, R. E., Mahowald, M. A., Magrini, V., Mardis, E. R., and
Gordon, J. I. (2006). An obesity-associated gut microbiome with increased
capacity for energy harvest. Nature 444, 1027–1131. doi: 10.1038/nature05414
Underhill, D. M., and Iliev, I. D. (2014). The mycobiota: interactions between
commensal fungi and the host immune system. Nat. Rev. Immunol. 14,
405–416. doi: 10.1038/nri3684
van Ketel, R. J., deWever, B., and van Alphen, L. (1990). Detection ofHaemophilus
influenzae in cerebrospinal fluids by polymerase chain reaction DNA
amplification. J. Med. Microbiol. 33, 271–276. doi: 10.1099/00222615-33-4-271
van Schalkwyk, J., Van Eyk, N., Yudin,M. H., Boucher, M., Cormier, B., Gruslin, A.,
et al. (2010). Antibiotic prophylaxis in obstetric procedures. J. Obstet. Gynaecol.
32, 878–884. doi: 10.1016/S1701-2163(16)34662-X
Varrette, S., Bouvry, P., Cartiaux, H., and Georgatos, F. (2014). Management
of an academic HPC cluster: the UL experience. IEEE 959–967.
doi: 10.1109/hpcsim.2014.6903792
Vrieze, A., Van Nood, E., Holleman, F., Salojärvi, J., Kootte, R. S., Bartelsman,
J. F. W. M., et al. (2012). Transfer of intestinal microbiota from lean
donors increases insulin sensitivity in individuals with metabolic syndrome.
Gastroenterology 143, 913.e7–916.e7. doi: 10.1053/j.gastro.2012.06.031
Frontiers in Microbiology | www.frontiersin.org 20 May 2017 | Volume 8 | Article 738
Wampach et al. Microbial Colonization during the First Year of Life
Walker, A. W., Martin, J. C., Scott, P., Parkhill, J., Flint, H. J., and Scott, K. P.
(2015). 16S rRNA gene-based profiling of the human infant gut microbiota is
strongly influenced by sample processing and PCR primer choice. Microbiome
3:26. doi: 10.1186/s40168-015-0087-4
Wang, Q., Garrity, G. M., Tiedje, J. M., and Cole, J. R. (2007). Naïve
bayesian classifier for rapid assignment of rRNA sequences into the
new bacterial taxonomy. Appl. Environ. Microbiol. 73, 5261–5267.
doi: 10.1128/AEM.00062-07
Watanabe, S., Narisawa, Y., Arase, S., Okamatsu, H., Ikenaga, T., Tajiri, Y.,
et al. (2003). Diﬀerences in fecal microflora between patients with atopic
dermatitis and healthy control subjects. J. Allergy Clin. Immunol. 111, 587–591.
doi: 10.1067/mai.2003.105
Weinstock, J. V. (2012). The worm returns. Nature 491, 183–185.
doi: 10.1038/491183a
Williamson, L. L., McKenney, E. A., Holzknecht, Z. E., Belliveau, C., Rawls, J. F.,
Poulton, S., et al. (2016). Got worms? Perinatal exposure to helminths prevents
persistent immune sensitization and cognitive dysfunction induced by early-life
infection. Brain Behav. Immun. 51, 14–28. doi: 10.1016/j.bbi.2015.07.006
Yatsunenko, T., Rey, F. E., Manary, M. J., Trehan, I., Dominguez-Bello, M. G.,
Contreras, M., et al. (2012). Human gut microbiome viewed across age and
geography. Nature 486, 222–227. doi: 10.1038/nature11053
Yu, Y., Lee, C., Kim, J., andHwang, S. (2005). Group-specific primer and probe sets
to detect methanogenic communities using quantitative real-time polymerase
chain reaction. Biotechnol. Bioeng. 89, 670–679. doi: 10.1002/bit.20347
Yu, Z.-T., Chen, C., Kling, D. E., Liu, B., McCoy, J. M., Merighi, M., et al.
(2013). The principal fucosylated oligosaccharides of human milk exhibit
prebiotic properties on cultured infant microbiota. Glycobiology 23, 169–177.
doi: 10.1093/glycob/cws138
Zhang, Y., Zhang, Q., and Xu, Z. (1997). Tissue and body fluid distribution of
antibacterial agents in pregnant and lactating women. Zhonghua Fu Chan Ke
Za Zhi 32, 288–292.
Zivkovic, A. M., German, J. B., Lebrilla, C. B., and Mills, D. A. (2011). Human
milk glycobiome and its impact on the infant gastrointestinal microbiota.
Proc. Natl. Acad. Sci. U.S.A. 108, 4653–4658. doi: 10.1073/pnas.10000
83107
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
Copyright © 2017 Wampach, Heintz-Buschart, Hogan, Muller, Narayanasamy,
Laczny, Hugerth, Bindl, Bottu, Andersson, de Beaufort and Wilmes. This is an
open-access article distributed under the terms of the Creative Commons Attribution
License (CC BY). The use, distribution or reproduction in other forums is permitted,
provided the original author(s) or licensor are credited and that the original
publication in this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not comply with these
terms.
Frontiers in Microbiology | www.frontiersin.org 21 May 2017 | Volume 8 | Article 738
